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SEQUENCE LISTING 

<110> University of Utah Research Foundation 
Cognetix, Inc. 
Jones, Robert M. 
Garrett r James E. 
Watkins, Maren 
Olivera, Baldomero M. 



<120> 


B-Suoerf amilv Conotoxins 


<130> 


2314-248 


<150> 
<151> 


US 60/264323 
2001-01-29 


<160> 


340 


<170> 


Patentln version 3.0 


<210> 
<211> 
<212> 
<213> 


1 

456 
DNA 

Conus flavidus 


<220> 
<221> 
<222> 


CDS 

(7) . . (255) 


<400> 


1 



ggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp 
15 10 

att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg 
lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg 
15 20 ~ 25 30 

ggt ttg gtg cca gat gac tta acc cca cag ctt att ttg caa agt ctg 
Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu lie Leu Gin Ser Leu 

35 " 40 45 



gat tec cgt cgt cat gat cac ggc att cgt ccg aag aga gtc gac ata 
Asp Ser Arg Arg His Asp His Gly lie Arg Pro Lys Arg Val Asp lie 

50 *" " 55 " 60 

tgt aac tgg agg ata tgt gca cca aac cca ttg aga cga cat gat ctt 
Cys Asn Trp Arg lie Cys Ala Pro Asn Pro Leu Arg Arg His Asp Leu 
65 " 70 75 

aag aaa gga aac aat tgaegtcaga caaccgccac aacttgagta egacategtt 
Lys Lys Gly Asn Asn 
80 

aatacgactt cagcaaatat gaaattttca gcatcactgt ggttgtgaag aaatcagttg 

ctttaaaagg ttggatttgt ccttgtttaa gccgttgtac tgatgacatc tetgeactat 

gaaataaagc tgatgtgaca aactaaaaaa aaaaaaaaaa a 

<210> 2 

<211> 83 

<212> PRT 

<213> Conus flavidus 



2 



<400> 2 

Met Gin Thr Ala 

1 

Ala Pro Leu Ser 

20 



Val Pro Asp Asp 
35 

Arg Arg His Asp 
50 

Trp Arg lie Cys 
65 



Tyr Trp Val Met 
5 

Glu Gly Gly Lys 



Leu Thr Pro Gin 

40 

His Gly He Arg 
55 

Ala Pro Asn Pro 
70 



Val Met Met Met 
10 

Leu Asn Asp Val 
25 

Leu He Leu Gin 



Pro Lys Arg Val 

60 

Leu Arg Arg His 
75 



Val Trp lie Thr 
15 

He Arg Gly Leu 
30 

Ser Leu Asp Ser 
45 

Asp He Cys Asn 



Asp Leu Lys Lys 

80 



Gly Asn Asn 



<210> 3 

<211> 33 

<212> PRT 

<213> Conus flavidus 
<220> 

<221> PEPTIDE 

<222> (1) . - (33) 

m <223> Xaa at residues 7, 20 and 22 may be Pro or hydroxy-Pro; Xaa at re 

sidue 15 may be Trp (Dor L) or bromo-Trp (Dor L) 



<400> 3 

His Asp His Gly He Arg Xaa Lys Arg Val Asp He Cys Asn Xaa Arg 
«* 15 10 15 



O 9 



He Cys Ala Xaa Asn Xaa Leu Arg Arg His Asp Leu Lys Lys Gly Asn 

20 25 30 



iM Asn 



<210> 4 

<211> 374 

<212> DNA 

<213> Conus miles 



<220> 

<221> CDS 

<222> (7) . . (315) 



<400> 4 

ggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg gtg 4S 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val 
15 10 

ggg etc acc gtc ggg agt cac gtc cat egg tct cac agt cct aca teg 96 
Gly Leu Thr Val Gly Ser His Val His Arg Ser His Ser Pro Thr Ser 
15 



20 25 30 



cgc age cat ggt gat gac tec att cat gac aag acg att cat caa cat 14 4 

Arg Ser His Gly Asp Asp Ser He His Asp Lys Thr He His Gin His 

35 40 45 

ctg ttt gcc cgt ctt cct ctg gag aac aac gac gac cat cgt tct gtg 192 

Leu Phe Ala Arg Leu Pro Leu Glu Asn Asn Asp Asp His Arg Ser Val 

50 55 60 



3 



s r 
5 * 



."V 



- S ; 

-I Iptwl 



t y 



gat ctt cct gca ggg aat ggt gca ggc aac ace aag caa caa gac caa 240 
Asp Leu Pro Ala Gly Asn Gly Ala Gly Asn Thr Lys Gin Gin Asp Gin 
65 ~ 70 75 

agt cct cat cat gtg tgt tgt get att ggt ccg gtt ctt cca ttc tgt 288 
Ser Pro His His Val Cys Cys Ala lie Gly Pro Val Leu Pro Phe Cys 
80 85 90 

tgt gtc agt tgg ctg cac aaa etc cat tgaactggcc aatgaaaata 335 
Cys Val Ser Trp Leu His Lys Leu His 
95 100 

actcaggaat agacagaaag gcaaaaaaaa aaaaaaaaa 374 

<210> 5 

<211> 103 

<212> PRT 

<213> Conus miles 

<400> 5 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val Gly Leu 
15 10 15 

Thr Val Gly Ser His Val His Arg Ser His Ser Pro Thr Ser Arg Ser 

20 25 30 



His Gly Asp Asp Ser lie His Asp Lys Thr lie His Gin His Leu Phe 

yj 35 4 0 45 



Ala Arg Leu Pro Leu Glu Asn Asn Asp Asp His Arg Ser Val Asp Leu 
50 55 60 



W Pro Ala Gly Asn Gly Ala Gly Asn Thr Lys Gin Gin Asp Gin Ser Pro 

65 7 0 7 5 80 



His His Val Cys Cys Ala lie Gly Pro Val Leu Pro Phe Cys Cys Val 

85 90 95 

Ser Trp Leu His Lys Leu His 

100 

<210> 6 

<211> 29 

<212> PRT 

<213> Conus miles 

<220> 

<221> PEPTIDE 
<222> (1) . . (29) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residues 6, 15 and 18 
may be Pro or hydroxy- Pro; Xaa at residue 24 may be Trp (D or L) 
or bromo-Trp (D or L) 

<400> 6 

Cys Gin Asp Gin Ser Xaa His His Val Cys Cys Ala lie Gly Xaa Val 
15 10 15 

Leu Cys Phe Cys Cys Val Ser Xaa Leu His Lys Leu His 

20 25 



<210> 
<211> 
<212> 



7 

359 
DNA 



4 




5 




His Gly Asp Asp Ser lie His Asp Glu Thr lie His Gin His Leu Phe 



6 



I if 4 !! 

/TV "J 

8 If 



I Is?: 
. 

'-■.s a 



« 5 S 



35 40 45 

Ala Arg Leu Pro Gin Glu Asn Asn Asp Asp His Arg Ser Val Asp Leu 
50 55 60 

Pro Ala Gly Thr Ser Ala Gly Asp Met Lys Pro Gin Arg Gin Arg Gly 

65 70 75 80 

Phe Cys Cys Asp Phe Pro Pro lie Phe Trp Phe Cys Cys lie Gly 

85 90 ~ , ' 95 



<210> 


12 


<211> 


15 


<212> 


PRT 


<213> 


Conus capitaneus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (15) 


<223> 


Xaa at residues 



11 may be Trp (D or L) or bromo-Trp (D or L) 

<400> 12 

Gly Phe Cys Cys Asp Phe Xaa Xaa He Phe Xaa Phe Cys Cys He 
1 5 10 15 



<210> 


13 


<211> 


348 


<212> 


DNA 


<213> 


Conus generalis 


<220> 




<221> 


CDS 


<222> 


(7) . . (222) 


<400> 


13 


ggatcc 


atg cag acg gcc 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp 
15 10 



48 



att aaa ggc cct gtg tct gaa ggt ggt aaa ttg aac gac gta att egg 96 
He Lys Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg 
15 20 " 25 ~ 30 

ggt ttg gtg cca gac gac ttg acc cca gtg ttt gcc ttg cat cat ccg 14 4 

Gly Leu Val Pro Asp Asp Leu Thr Pro Val Phe Ala Leu His His Pro 

35 40 45 

gtt tec cat cgt egg tct cac age agt agt ttg tgg tgt gta tgt cca 192 
Val Ser His Arg Arg Ser His Ser Ser Ser Leu Trp Cys Val Cys Pro 

50 55 60 

ttc agg gtg tgt cca cca tgc cat gga aga tgacctggtc ccaaaccaac 242 
Phe Arg Val Cys Pro Pro Cys His Gly Arg 
65 70 

aaaataacgt cagacaaccg ccacaacttt agtacgacat cccttaatac gacttcagca 302 

agtattttaa catcactatg gtgtgatgaa ateagttget ttaaaa 34 8 

<210> 14 

<211> 72 

<212> PRT 

<213> Conus generalis 



7 



<400> 14 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Lys 
15 10 15 

Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 ~ 30 

Val Pro Asp Asp Leu Thr Pro Val Phe Ala Leu His His Pro Val Ser 
35 * 40 45 

His Arg Arg Ser His Ser Ser Ser Leu Trp Cys Val Cys Pro Phe Arg 
50 55 60 





Val Cys 


Pro Pro Cys His 




65 


70 




<210> 


15 




<211> 


19 




<212> 


PRT 


5SSS«4 


<213> 


Conus generalis 


^SSfW>. 








<220> 




SJ 3 


<221> 


PEPTIDE 


8 5 s 


<222> 


(1) . . (19) 


. 

' 3 


<223> 


Xaa at residue 7 


1 11 




t residues 11, 1 


p."** ■'. 

2 . 3 

a : ; 


<400> 


15 


at 


Ser His 


Ser Ser Ser Leu 




1 


5 








» •< 

! JS 

$ 


Xaa Cys 


His 


. 5% 


<210> 


16 




<211> 


405 




<212> 


DNA 




<213> 


Conus wittigi 




<220> 






<221> 


CDS 




<222> 


(1) . • (210) 



10 



15 



<220> 
<221> 
<222> 
<223> 



mis cofeature 
(1) . . (405) 
n may be any base 



<400> 16 

atg atg ttg gtg tgg att aca gcc cct ctg cct gaa ggt ggt aaa ctg 
Met Met Leu Val Trp lie Thr Ala Pro Leu Pro Glu Gly Gly Lys Leu 
15 10 15 



48 



aag cac gta att egg ggt ttg gtg cca gac gac tta acc cca cag ctt 
Lys His Val He Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu 

20 25 30 



96 



ate ttg cga agt ctg att tec cgt cgt agt tct gac ggc agt gat ccg 
He Leu Arg Ser Leu He Ser Arg Arg Ser Ser Asp Gly Ser Asp Pro 
35 4 0 " 45 



144 



aag gca aaa aaa cag tgt atg tgg aag aga tgt ata cca gac caa teg 192 
Lys Ala Lys Lys Gin Cys Met Trp Lys Arg Cys He Pro Asp Gin Ser 
50 " 55 60 



8 



aga eta gaa gaa gat gaa tgatgtcaga caaccgccat cactgtagta 240 
Arg Leu Glu Glu Asp Glu 
65 70 

tgacatcgtt aatacgactt aagcaaatat tttaacatca ctgtggttct gaagacatca 300 

gttgctttaa aagattggat tcttccttgt ttaagagttg tactganatc attcctgccc 360 

tgtgaaataa agctgatgtt gacanncaaa caaaaaaaaa aaaaa 405 

<210> 17 
<211> 70 
<212> PRT 

<213> Conus wittigi 
<400> 17 

Met Met Leu Val Trp lie Thr Ala Pro Leu Pro Glu Gly Gly Lys Leu 
15 10 15 

Lys His Val lie Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu 

20 25 30 

lie Leu Arg Ser Leu lie Ser Arg Arg Ser Ser Asp Gly Ser Asp Pro 
35 40 45 

Lys Ala Lys Lys Gin Cys Met Trp Lys Arg Cys lie Pro Asp Gin Ser 
50 55 60 

Arg Leu Glu Glu Asp Glu 
65 70 

<210> 18 
<211> 29 
<212> PRT 

<213> Conus wittigi 
<220> 

<221> PEPTIDE 
<222> (1) . . (29) 

<223> Xaa at residues 7 and 20 may be Pro or hydroxy-Pro; Xaa at residu 
e 15 may be Trp (D or L) or bromo-Trp (D or L) ; Xaa at residues 2 
6, 27 and 29 may be Glu or Gla 

<400> 18 

Ser Ser Asp Gly Ser Asp Xaa Lys Ala Lys Lys Gin Cys Met Xaa Lys 
1 " 5 ~ ' 10 15 

Arg Cys lie Xaa Asp Gin Ser Arg Leu Xaa Xaa Asp Xaa 

20 25 



<210> 


19 


<211> 


463 


<212> 


DNA 


<213> 


Conus consors 


<220> 




<221> 


CDS 


<222> 


(7) . . (222) 


<400> 


19 


ggatcc 


atg cag acg gec 



48 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp 
15 10 



9 



att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg 96 
lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg 
15 20 25 30 

ggt ttg gtg tea cac ate tta ate cca cag cat ace ttg cga agt ctg 144 
Gly Leu Val Ser His lie Leu lie Pro Gin His Thr Leu Arg Ser Leu 

35 40 45 

act tec cgt gat cgt tct gac aac ggt ggt teg agt gga gca caa ata 192 
Thr Ser Arg Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie 

50 " 55 60 

tgc ate tgg aag gta tgt cca cca tec cca tagagacgac cacgaggaaa 242 
Cys lie Trp Lys Val Cys Pro Pro Ser Pro 
65 70 

aagatgaacg gegtcagaca accgccacaa ctgtagtacg acatcgttga tacgacttca 302 

gcaactattt taacatcact gtggttgtga agaaatcagt cgctttaaaa gattggattt 362 

3 ttccttgttt aagagttgta ctgatatcag ctctgcacta tgaaataaag ctgatgtgac 422 

ataaaaaaaa aaaaaaaaag tactctgegt tgttactcga g 4 63 



<210> 20 

<211> 72 

<212> PRT 

Ml <213> Conus consors 



5 ; s 



fn <400> 20 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
1 5 10 15 



<- * -" 



_ s 



Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Ser His lie Leu lie Pro Gin His Thr Leu Arg Ser Leu Thr Ser 
35 40 45 

Arg Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie 

60 



50 


55 


Trp Lys 


Val Cys Pro Pro Ser Pro 


65 


70 


<210> 


21 


<211> 


23 


<212> 


PRT 


<213> 


Conus consors 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . • (23) 


<223> 


Xaa at residue 16 may be 



at residues 20, 21 and 23 may be Pro or hydroxy-Pro 
<400> 21 

Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Xaa 
1 5 10 15 



Lys Val Cys Xaa Xaa Ser Xaa 

20 



10 



f • « 



OS 



<210> 


22 




<211> 


470 




<212> 


DNA 




<213> 


Conus 


consors 


<220> 






<221> 


CDS 




<222> 


(7) . . 


(246) 


<400> 


22 





ggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg 48 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp 
15 10 

att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gca att egg 96 
lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Ala lie Arg 
15 20 25 30 

ggt ttg gtg tea cac ate tta ate cca cag cat acc ttg cga agt ctg 14 4 

Gly Leu Val Ser His lie Leu lie Pro Gin His Thr Leu Arg Ser Leu 

35 4 0 45 

act tec cgt get cgt tct gac aac ggt ggt teg agt gga gca caa ata 192 
Thr Ser Arg Ala Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie 

50 55 60 

tgc ate tgg aag gta tgt cca cca tec cca tgg aga cga cca caa gga 240 
Cys lie Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin Gly 
65 ' 70 75" 

aaa aga tgaatgacgt cagacaaccg ccacaactgt agtacgacat cgttgatacg 296 
Lys Arg 
80 

acttcagcaa atattttaac atcactgtgg ttgtgaagaa ateagttget ttaaaagatt 356 

ggatttttcc ttgtttaaga gttgtactga tatcagctct gcactatgaa ataaagctga 416 

tgtgacaaac aataaaaaag aaaaaaaaaa aagtactctg cgttgttact cgag 470 

<210> 23 
<211> 80 
<212> PRT 

<213> Conus consors 
<400> 23 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Ala lie Arg Gly Leu 

20 25 30 

Val Ser His lie Leu lie Pro Gin His Thr Leu Arg Ser Leu Thr Ser 
35 40 45 

Arg Ala Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie 
50 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin Gly Lys Arg 
65 " 7 0 75 80 

<210> 24 
<211> 28 
<212> PRT 



11 



<213> Conus consors 
<220> 

<221> PEPTIDE 
<222> (1) . . (28) 

<223> Xaa at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 
L) ; Xaa at residues 20, 21, 23 and 27 may be Pro or hydroxy-Pro 

<400> 24 

Ala Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Xaa 
15 10 15 

Lys Val Cys Xaa Xaa Ser Xaa Xaa Arg Arg Xaa Gin 

20 25 



<210> 


25 


<211> 


469 


<212> 


DNA 


<213> 


Conus consors 


<220> 




<221> 


CDS 


<222> 


(7) . . (228) 


<400> 


25 


ggatcc 


atg cag acg gcc 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp 
15 10 



48 



att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg 96 
lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg 
15 20 25 30 

ggt ttg gtg cca cac ttc tta acc cca cag cat ate ttg caa agt ctg 144 
Gly Leu Val Pro His Phe Leu Thr Pro Gin His lie Leu Gin Ser Leu 

35 40 45 

act tec cgt aat ggt tct ggc age agt aat cag aaa gaa gca caa eta 192 
Thr Ser Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu 

50 55 60 

tgc ate tgg aag gta tgt cca cca tec cca tgg aga tgaccacaag 238 
Cys lie Trp Lys Val Cys Pro Pro Ser Pro Trp Arg 
65 ' 7 0 

gaaaaagatg aaeggegtea gacaaccgcc acaactgtag tgggacatcg ttgatacgac 298 

ttcagcaaat attttaacat cactgtggtt gtgaagaaat cagttgcttt aaaagattgg 358 

atttttcctt gtttaagaat tgtactgata tcagctctgc actatgaaat aaagctgatg 418 

tgacaaccca aaaaaaaaaa aaaaaaaaag tactctgeg tgttactcga g 469 

<210> 26 

<211> 74 

<212> PRT 

<213> Conus consors 

<400> 26 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
1 5 10 15 



Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 



12 



Val Pro His Phe Leu Thr Pro Gin His lie Leu Gin Ser Leu Thr Ser 

35 40 45 

Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie 
50 ' ~ 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Arg 
65 70 

<210> 27 
<211> 25 
<212> PRT 

<213> Conus consors 
<220> 

<221> PEPTIDE 
<222> (1) . . (25) 

<223> Xaa at residue 10 may be Glu or Gla; Xaa at residues 16 and 2 
ay be Trp (D or L) or bromo-Trp (D or L) ; Xaa at residues 20, 
and 23 may be Pro or hydroxy-Pro 

<400> 27 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Xaa Ala Gin Leu Cys lie Xaa 
1 " 5 10 15 

Lys Val Cys Xaa Xaa Ser Xaa Xaa Arg 

20 25 



<210> 


28 


<211> 


472 


<212> 


DNA 


<213> 


Conus tulipa 


<220> 




<221> 


CDS 


<222> 


(7) . . (231) 


<220> 




<221> 


misc feature 


<222> 


(1) . . (472) 


<223> 


n may be any base 


<400> 


28 


ggatcc 


atg cag acg gcc tac 



Met Gin Thr Ala Tyr Trp Val Met Leu Met Met Met Val Trp 

15 10 

att aca gcc cct ctg tct gaa ggt ggt aaa ctg aac gac gta att egg 
lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg 
15 20 J 25 30 

ggt ttg gtg cca cac gtc tta acc cca cag cat ate ttg caa agt ctg 
Gly Leu Val Pro His Val Leu Thr Pro Gin His lie Leu Gin Ser Leu 

35 40 - 45 

gtt tec cgt cgt cat ttt aac age gtt gtt ccg acg gta tac ata tgc 
Val Ser Arg Arg His Phe Asn Ser Val Val Pro Thr Val Tyr lie Cys 

50 55 60 

atg tgg aag gta tgt cca cca teg cca tag aga cga cca taaggaaaaa 
Met Trp Lys Val Cys Pro Pro Ser Pro Arg Arg Pro 

65 " 7 0 



gatgaatgac gtcagacaac cgccacaact gtagtacgac ategttaata cgacttcagc 



13 



aaatatttta acatcactgt ggttgtgaag aaatcagttg ctttaaaaga ttggattttt 361 
ccttgtttca gagttgtact gatatcagct ctgcactatc aaataaagct gaagtgacaa 421 
accnnaaaaa aaaaaaaaaa aaaaaaaaag tactctgcgt tgttactcga g 472 

<210> 29 

<211> 71 

<212> PRT 

<213> Conus tulipa 

<400> 29 

Met Gin Thr Ala Tyr Trp Val Met Leu Met Met Met Val Trp He Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His Val Leu Thr Pro Gin His He Leu Gin Ser Leu Val Ser 
35 40 45 

Arg Arg His Phe Asn Ser Val Val Pro Thr Val Tyr He Cys Met Trp 
50 55 60 

Lys Val Cys Pro Pro Ser Pro 
65 70 

<210> 30 

<211> 21 

<212> PRT 

<213> Conus tulipa 

<220> 

<221> PEPTIDE 

<222> (1) . . (21) ^ ^ „ 

<223> Xaa at residues 7, 18, 19 and 21 may be Pro or hydroxy-Pro; Xaa a 
t residue 10 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-rodo-Tyr, O- 
sulpho-Tyr or O-phospho-Tyr ; Xaa at residue 14 may be Trp or brom 
o-Trp 

<400> 30 TT . 

His Phe Asn Ser Val Val Xaa Thr Val Xaa He Cys Met Xaa Lys Val 
1 5 10 15 

« 

Cys Xaa Xaa Ser Xaa 

20 

<210> 31 

<211> 451 

<212> DNA 

<213> Conus tulipa 

<220> 

<221> CDS 

<222> (1)..(279) 



<400> 31 

atg cag acg gcc tac tgg gtg atg ctg ttg atg atg gtg ggc att aca 

Met Gin Thr Ala Tyr Trp Val Met Leu Leu Met Met Val Gly He Thr 
1 5 10 I 5 

gcc cct ctg cct gaa ggt ggt aaa ccg aac age gta att egg ggt ttg 
Ala Pro Leu Pro Glu Gly Gly Lys Pro Asn Ser Val He Arg Gly Leu 



48 



96 



14 



20 25 30 

gtg cca aac gac tta act cca cag cat acc ttg cga agt ctg att tec 
Val Pro Asn Asp Leu Thr Pro Gin His Thr Leu Arg Ser Leu He Ser 
35 40 45 

cgt cgt caa act gac gtt ctt ctg gag get acc ctt ttg aca aca cca 
Arg Arg Gin Thr Asp Val Leu Leu Glu Ala Thr Leu Leu Thr Thr Pro 
50 55 60 

gec ccc gag cag aga ttg ttc tgc ttc tgg aag tea tgt tgg cca agg 
Ala Pro Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg 
65 70 75 80 

ccc tac cct tgg aga cga cgt gat ctt aat gga aaa cga tgaatgacgt 
Pro Tyr Pro Trp Arg Arg Arg Asp Leu Asn Gly Lys Arg 

85 90 

cagacaaccg ccacaactgt agtacgacat cattaatacg acttcagcaa atattttaac 
attactgtgg ttgtgaagaa ateacttget ttaaaagatt ggttttttcc ttgtttcaga 
gttgtactga tatcagctct gecctatgaa ataaagctga tg 



144 



192 



240 



289 



349 
409 
451 



<210> 32 

<211> 93 

<212> PRT 

<213> Conus tulipa 



<400> 32 

Met Gin Thr Ala 

1 

Ala Pro Leu Pro 

20 



Val Pro Asn Asp 
35 

Arg Arg Gin Thr 
5 0 

Ala Pro Glu Gin 
65 

Pro Tyr Pro Trp 



Tyr Trp Val Met 
5 

Glu Gly Gly Lys 



Leu Thr Pro Gin 

40 

Asp Val Leu Leu 
55 

Arg Leu Phe Cys 
70 

Arg Arg Arg Asp 
85^ 



Leu Leu Met Met 
10 

Pro Asn Ser Val 
25 

His Thr Leu Arg 



Glu Ala Thr Leu 

60 



Phe Trp Lys Ser 
75 

Leu Asn Gly Lys 
90 



Val Gly He Thr 
15 

He Arg Gly Leu 
30 

Ser Leu He Ser 
45 

Leu Thr Thr Pro 



Cys Trp Pro Arg 

8 0 

Arg 



<210> 33 

<211> 40 

<212> PRT 

<213> Conus tulipa 



<220> 

<221> PEPTIDE 

<222> (1) . . (40) . 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residue 7 and 17 may 
be Glu or Gla; Xaa at residue 14, 16, 29, 31 and 33 may be Pro or 
hydroxy-Pro; Xaa at residues 24, 28 and 34 may be Trp (D or L) o 
r bromo-Trp (D or L) 



<220> 
<221> 
<222> 



PEPTIDE 
(1) . - (40) 



15 



<223> Xaa at residue 32 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-iodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 

<400> 33 

Xaa Thr Asp Val Leu Leu Xaa Ala Thr Leu Leu Thr Thr Xaa Ala Xaa 
15 10 15 

Xaa Gin Arg Leu Phe Cys Phe Xaa Lys Ser Cys Xaa Xaa Arg Xaa Xaa 

20 25 30 

Xaa Xaa Arg Arg Arg Asp Leu Asn 
35 40 

<210> 34 

<211> 414 

<212> DNA 

<213> Conus sulcatus 
<220> 

<221> CDS 

<222> (1) . . (285) 



S«5 



m <4 0 0> 34 

!tl atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 

|J| Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 

1 5 10 15 



TV**"" 



in gcc cct ctg tct gaa ggt ggt aaa ccg aac gac gta att egg ggt ttg 

M Ala Pro Leu Ser Glu Gly Gly Lys Pro Asn Asp Val He Arg Gly Leu 

w 20 25 30 



«. ^ 



gtg cca gac gac tta acc cca cag cgt gtc ttg cga agt ctg att tec 
Val Pro Asp Asp Leu Thr Pro Gin Arg Val Leu Arg Ser Leu He Ser 
35 1 40 45 



cgt cgt caa tct ggc tgc aga gtc ccg ttt gaa ttg aaa tgc ate tgg 
Arg Arg Gin Ser Gly Cys Arg Val Pro Phe Glu Leu Lys Cys He Trp 

IU 50 55 60 



aag ttc tgt aca ata tac cca teg aga cca ttt get tct ctg gaa gaa 
Lvs Phe Cys Thr He Tyr Pro Ser Arg Pro Phe Ala Ser Leu Glu Glu 
65 70 75 80 

aaa gac gaa tgt cag aca gtc acc ata act gta aca tgg gat ttt 
Lys Asp Glu Cys Gin Thr Val Thr He Thr Val Thr Trp Asp Phe 

'^85 90 95 



48 



96 



144 



192 



240 



285 



405 
414 



taataegtet ccagcaagta ttttaacatc actgtggttg tgaagaaatc agttgcttta 345 
aaagattgga tttttccttg tttaagagtt gtactgatat cagctctgcc ctgtgaaata 

aagctgatg 

<210> 35 

<211> 95 

<212> PRT 

<213> Conus sulcatus 

<400> 35 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Pro Asn Asp Val He Arg Gly Leu 

20 25 30 



16 



Val Pro Asp Asp Leu Thr Pro Gin Arg Val Leu Arg Ser Leu lie Ser 
35 4 0 45 

Arg Arg Gin Ser Gly Cys Arg Val Pro Phe Glu Leu Lys Cys lie Trp 
50 55 60 

Lys Phe Cys Thr lie Tyr Pro Ser Arg Pro Phe Ala Ser Leu Glu Glu 
65 70 75 80 

Lys Asp Glu Cys Gin Thr Val Thr He Thr Val Thr Trp Asp Phe 

85 90 95 

<210> 36 
<211> 45 
<212> PRT 

<213> Conus sulcatus 



<220> 

<221> PEPTIDE 
<222> (1) . . (45) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residues 7 , 21 and 24 
may be Pro or hydroxy-Pro; Xaa at residues 9, 29, 30 and 33 may 
be Glu or Gla; Xaa at residues 14 and 43 may be Trp (D or L) or b 
romo-Trp (D or L) 

<220> 

<221> PEPTIDE 
<222> (1) . . (45) 

<223> Xaa at residue 20 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-rodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 



<400> 36 

Xaa Ser Gly Cys Arg Val Xaa Phe 

1 5 

Cys Thr He Xaa Xaa Ser Arg Ser 

20 

Xaa Cys Gin Thr Val Thr He Thr 
35 4 0 



Xaa Leu Lys Cys He Xaa Lys Phe 
10 15 

Phe Ala Ser Leu Xaa Xaa Lys Asp 
25 30 

Val Thr Xaa Asp Phe 

45 



<210> 37 

<211> 413 

<212> DNA 

<213> Conus sulcatus 



<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 37^ 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 5 ~ 10 15 



48 



gcc tct ctg tct gaa ggt ggt aaa ccg aac gac gtc att egg ggt ttt 96 

Ala Ser Leu Ser Glu Gly Gly Lys Pro Asn Asp Val He Arg Gly Phe 

20 25 30 

gtg cca gac gac tta acc cca cag ctt ate ttg cga agt ctg att tec 144 

Val Pro Asp Asp Leu Thr Pro Gin Leu He Leu Arg Ser Leu He Ser 

35 L 40 45 



17 



cgt cgt cgt tct gac aag gat gtt ggg aag aga atg gaa tgt tac tgg 192 
Arg Arg Arg Ser Asp Lys Asp Val Gly Lys Arg Met Glu Cys Tyr Trp 
50 55 60 

aag gca tgt aga ccc acg eta teg aga cga cat gat ctt ggg 234 
Lys Ala Cys Arg Pro Thr Leu Ser Arg Arg His Asp Leu Gly 
65 1 70 '75 

taaaagatga atgacgtcag acaacagcca caactatagt atgacatcgt taatacgact 2 94 

tcagcaaata ttttaacatc actgtggttg tgaagaaatc agttgcttta aaagattgga 354 

tttttccgtg tttaagagtt gtactgatat cagctctgcc ctgtgaaata aagctgatg 413 
<210> 38" 
<211> 78 
<212> PRT 

<213> Conus sulcatus 
<400> 38 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Ser Leu Ser Glu Gly Gly Lys Pro Asn Asp Val lie Arg Gly Phe 

20 25 30 

Val Pro Asp Asp Leu Thr Pro Gin Leu lie Leu Arg Ser Leu lie Ser 
35 40 45 

Arg Arg Arg Ser Asp Lys Asp Val Gly Lys Arg Met Glu Cys Tyr Trp 
50 " 55 60 

Lys Ala Cys Arg Pro Thr Leu Ser Arg Arg His Asp Leu Gly 
65 70 ' 75 



<210> 


39 


<211> 


21 


<212> 


PRT 


<213> 


Conus sulcatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . • (27) 


<223> 


Xaa at residue 1 




or hydroxy-Pro; 




rp (D or L) ; Xaa 




r, di-iodo-Tyr, 


<400> 


39 


Arg Ser Asp Lys Asp Val 


1 


5 


Cys Arg Xaa Thr Leu Ser 




20 


<210> 


40 


<211> 


451 


<212> 


DNA 


<213> 


Conus magus 


<220> 




<221> 


CDS 


<222> 


(1) . • (279) 



10 15 



25 



<400> 



40 



18 



atg cag acg gcc tac tgg gtg atg ctg atg atg atg gtg tgc ate aca 

Met Gin Thr Ala Tyr Trp Val Met Leu Met Met Met Val Cys lie Thr 
15 10 15 

gcc cct ctg cct gaa ggt ggt aaa ccg aac age gga att egg ggt ttg 

Ala Pro Leu Pro Glu Gly Gly Lys Pro Asn Ser Gly He Arg Gly Leu 

20 25 30 

gtg cca aac gac tta act cca cag cat acc ttg cga agt ctg att tec 

Val Pro Asn Asp Leu Thr Pro Gin His Thr Leu Arg Ser Leu He Ser 
35 40 45 

cgt cgt caa act gac gtt ctt ctg gat get acc ctt ttg aca aca cca 

Arg Arg Gin Thr Asp Val Leu Leu Asp Ala Thr Leu Leu Thr Thr Pro 
50 55 60 

gcc ccc gag cag aga ttg ttc tgc ttc tgg aag tea tgt tgg cca agg 

Ala Pro Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg 
65 70 75 80 

h& ccc tac cct tgg aga cga cgt aat ctt aat gga aaa cga tgaatgacgt 

Pro Tyr Pro Trp Arg Arg Arg Asn Leu Asn Gly Lys Arg 

85 90 



48 



S. i 



4 fi 



<210> 41 

H <211> 93 

H 8 <212> PRT 

<213> Conus magus 



?! 5 



<400> 41 

Met Gin Thr Ala Tyr Trp Val Met Leu Met Met Met Val Cys He Thr 
1 5 10 15 

Ala Pro Leu Pro Glu Gly Gly Lys Pro Asn Ser Gly He Arg Gly Leu 

20 25 30 

Val Pro Asn Asp Leu Thr Pro Gin His Thr Leu Arg Ser Leu He Ser 
35 40 45 

Arg Arg Gin Thr Asp Val Leu Leu Asp Ala Thr Leu Leu Thr Thr Pro 
50 55 60 

Ala Pro Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg 
65 70 75 80 

Pro Tyr Pro Trp Arg Arg Arg Asn Leu Asn Gly Lys Arg 

8 5 90 



96 



144 



192 



240 



289 



cagacaaccg ccacaactgt agtacgacat cgttaatacg acttcagcaa atattttaac 34 9 
ataactgtgg ttgtgaagaa ateggttget ttaaaagatt ggatttttcc ttgtttcaga 



409 



gttgtactga tatgagctct gccctgtgaa ataaagctga tg 451 



<210> 42 

<211> 40 

<212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 
<222> (1) . . (40) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residues 14, 16, 29, 
31 and 33 may be Pro or hydroxy-Pro; Xaa at residue 17 may be Glu 



19 

or Gla; Xaa at residues 24, 28 and 34 may be Trp (D or L) or bro 
mo-Trp (D or L) 

<220> 

<221> PEPTIDE 
<222> (1) . . (40) 

<223> Xaa at residue 32 may be Tyr, 1251-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 

<400> 42 

Xaa Thr Asp Val Leu Leu Asp Ala Thr Leu Leu Thr Thr Xaa Ala Xaa 

15 10 15 

Xaa Gin Arg Leu Phe Cys Phe Xaa Lys Ser Cys Xaa Xaa Arg Xaa Xaa 

20 25 30 

Xaa Xaa Arg Arg Arg Asn Leu Asn 

4 0 





35 




<210> 
<211> 
<212> 
<213> 


43 
423 
DNA 
Conus 


emaciatus 


<220> 
<221> 
<222> 


CDS 
(1) . . 


(249) 


<400> 43 
atg cag acg 
Met Gin Thr 
1 


gcc tac tgg 
Ala Tyr Trp 
5 



jtg atg gcg atg atg atg gtg tgg att aca 48 
ral Met Ala Met Met Met Val Trp lie Thr 

10 15 

gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 96 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

gtg cca gat gac tta acc cca cag ctt gtt ttg caa agt ctg gat tec 144 
Val Pro Asp Asp Leu Thr Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

cgt cgt cat act cac ggc att cgt ccg aag gga gac ggc ata tgt ate 192 
Arg Arg His Thr His Gly lie Arg Pro Lys Gly Asp Gly lie Cys lie 
50 55 60 

tgg aag gta tgt cca cca gac cca tgg aga cga cat cgt ctt aag aaa 24 0 

Trp Lys Val Cys Pro Pro Asp Pro Trp Arg Arg His Arg Leu Lys Lys 
65 70 75 80 

aga aac aat tgaegtcaga caaccgccac aacttgagta egacategtt 28 9 

Arg Asn Asn 



aatacgactt cagcaaatat gaaattttca gcatcactgt ggttgtcaag aaatcagttg 349 

ctttaaaaga ttggatttgt ccttgtttaa gagttgtact gatgtcagct ctgccctgtg 409 

aaataaagct gatg 423 

<210> 44 

<211> 83 

<212> PRT 

<213> Conus emaciatus 



20 



<400> 44 

Met Gin Thr Ala 

1 

Ala Pro Leu Ser 

20 



Val Pro Asp Asp 
35 

Arg Arg His Thr 
50 

Trp Lys Val Cys 
65 



Tyr Trp Val Met 

5 

Glu Gly Gly Lys 



Leu Thr Pro Gin 

40 

His Gly lie Arg 
55 

Pro Pro Asp Pro 
70 



Ala Met Met Met 
10 

Leu Asn Asp Val 
25 

Leu Val Leu Gin 



Pro Lys Gly Asp 

60 

Trp Arg Arg His 
75 



Val Trp lie Thr 
15 

lie Arg Gly Leu 
30 

Ser Leu Asp Ser 
45 

Gly lie Cys lie 



Arg Leu Lys Lys 

80 



Arg Asn Asn 



my* 



8M 



<210> 


45 


<211> 


33 


<212> 


PRT 


<213> 


Conus emaciatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (33) 


<223> 


Xaa at residues 7, 




t residues 15 and 


<400> 


45 



His Thr His Gly He Arg Xaa Lys Gly Asp Gly He Cys He Xaa Lys 
pf -1 c 10 15 



Val Cys Xaa Xaa Asp Xaa Xaa Arg Arg His Arg Leu Lys Lys Arg Asn 

IU- * 20 25 30 



W Asn 



<210> 46 

<211> 412 

<212> DNA 

<213> Conus circumcisus 



<220> 

<221> CDS 

<222> (1)..(240) 



<400> 46 

atg cag acg gcc tac tgg gtg atg gtg atg atg gtg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Val Val Trp He Thr 
1 5 1 10 15 



48 



gcc cct ctg tct gaa ggt ggt aaa teg aac gac gta att egg ggt ttg 96 
Ala Pro Leu Ser Glu Gly Gly Lys Ser Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca cac ate tta ace cca cag cat ate ttg caa agt ctg act tec 14 4 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 

cgt ctt cgt tct gac age agt ggt cag aaa gga gca caa ata tgc ate 192 
Arg Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin He Cys He 
50 " 55 60 



21 



" S 



.ass 



:l 5 a 



tgg aag gta tgt cca eta tec cca tgg aga cga cca caa gga aaa aga 
Trp Lys Val Cys Pro Leu Ser Pro Trp Arg Arg Pro Gin Gly Lys Arg 
65 7 0 75 80 



240 



300 



tgaatgacgt cagacaaccg ctacaactgt agtacgacat cgttgatacg acttcagcaa 
atattttaac atcactgtgg ttgtgaagaa ateagttget ttaaaagatt ggatttttcc 360 
ttgtttaaga gttgtactga tatcagctct gccctgtgaa ataaagctga tg 412 

<210> 47 
<211> 80 
<212> PRT 

<213> Conus circumcisus 
<400> 47 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Val Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Ser Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 

Arg Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin He Cys lie 
50 55 60 

Trp Lys Val Cys Pro Leu Ser Pro Trp Arg Arg Pro Gin Gly Lys Arg 



65 



70 75 80 



O <210> 48 

h& <211> 2 8 

111 <212> PRT 

'ji <213> Conus circumcisus 



<220> 

U <221> PEPTIDE 

<222> (1) . . (28) 

<223> Xaa at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 
L) ; Xaa at residues 20, 23 and 27 may be Pro or hydroxy-Pro 

<400> 48 

Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin He Cys He Xaa 
1 5 10 15 

Lys Val Cys Xaa Leu Ser Xaa Xaa Arg Arg Xaa Gin 

20 25 

<210> 49 
<211> 410 
<212> DNA 

<213> Conus betulinus 
<220> 

<221> CDS 

<222> (1) . . (207) 

<400> 49 

atg cag acg gec tac tgg gtg atg gtg atg atg atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

gec cct ctg tec gaa ggt ggt aaa ctg aac gat gta att egg get ttg 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Ala Leu 



48 



96 



22 
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20 25 30 

gcg cca gac gac gta acc cca cag ttt ate ttg cga agt ctg att tec 
Ala Pro Asp Asp Val Thr Pro Gin Phe lie Leu Arg Ser Leu lie Ser 
35 40 45 

cgt cgt cgt tct gac age gat gtt egg gag gta ccc gta tgt tec tgg 
Arg Arg Arg Ser Asp Ser Asp Val Arg Glu Val Pro Val Cys Ser Trp 
50 ' " 55 60 



<210> 50 

m <211> 69 

% <212> PRT 

<213> Conus betulinus 

5 s 5 * 



<400> 50 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Ala Leu 

20 25 30 

Ala Pro Asp Asp Val Thr Pro Gin Phe He Leu Arg Ser Leu He Ser 
35 40 45 

Arg Arg Arg Ser Asp Ser Asp Val Arg Glu Val Pro Val Cys Ser Trp 
50 55 60 

Lys He Cys Pro Pro 
65 



144 



192 



aag ata tgt cca cca tagecataga gacgacatga tcttaaggaa aaagagaaat 247 

Lys He Cys Pro Pro 

65 

gaegtcagae aaccgccaca actgtagtac ggcatcgtta atacgacttc agcaaatgtt 307 
ttaacatcac tgtggttgtg aagaaatcag ctgctttaaa agattggatt tttccttaag 367 
agttgcactg atgtcagttc tgccctgtga aataaagctg atg 



410 



<210> 51 

<211> 19 

<212> PRT 

<213> Conus betulinus 



<220> 

<221> PEPTIDE 
<222> (1) . . (19) 

<223> Xaa at residue 8 may be Glu or Gla; Xaa at residues 10, 18 and 19 
may be Pro or hydroxy-Pro; Xaa at residue 14 may be Trp (D or L) 
or bromo-Trp (D or L) 



<400> 51 

Arg Ser Asp Ser Asp Val Arg Xaa Val Xaa Val Cys Ser Xaa Lys He 
1 ~ 5 10 15 



Cys Xaa Xaa 



<210> 52 

<211> 423 

<212> DNA 

<213> Conus 



aurisiacus 



23 



<220> 

<221> CDS 

<222> (1) . . (249) 

<400> 52 

atg cag acg gcc tac tgg gtg atg gcg atg atg atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Ala Met Met Met Val Trp lie Thr 
15 10 15 



gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

2 0 25 30 



gtg cca gat gac tta acc cca cag ctt gtt ttg caa agt ctg gat tec 

Val Pro Asp Asp Leu Thr Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

cgt cgt cat act cac ggc att cgt ccg aag gga gac ggc ata tgt ate 

Arg Arg His Thr His Gly He Arg Pro Lys Gly Asp Gly He Cys He 

50 55 60 

tgg aag gta tgt cca cca gac cca tgg aga cga cat cat ctt aag aaa 

Trp Lvs Val Cys Pro Pro Asp Pro Trp Arg Arg His His Leu Lys Lys 
65 70 75 80 

aga aac aat tgaegtcaga caaccgccac aacttgagta egacategtt 
Arg Asn Asn 



aatacgactt cagcaaatat gaaattttca gcatcactgt ggttgtcaag aaatcagttg 
ctttaaaaga ttggatttgt ccttgtttaa gagttgtact gatgtcagct ctgccctatg 
aaataaagct gatg 

<210> 53 

<211> 83 

<212> PRT 

<213> Conus aurisiacus 



<400> 53 

Met Gin Thr Ala 

1 

Ala Pro Leu Ser 

20 

Val Pro Asp Asp 
35 

Arg Arg His Thr 
50 

Trp Lys Val Cys 
65 



Tyr Trp Val Met 
5 

Glu Gly Gly Lys 



Leu Thr Pro Gin 

40 



His Gly lie Arg 
55 

Pro Pro Asp Pro 
70 



Ala Met Met Met 
10 

Leu Asn Asp Val 
25 

Leu Val Leu Gin 



Pro Lys Gly Asp 

60 

Trp Arg Arg His 
75 



Val Trp He Thr 
15 

He Arg Gly Leu 
30 

Ser Leu Asp Ser 
45 

Gly He Cys He 



His Leu Lys Lys 

80 



Arg Asn Asn 



<210> 54 

<211> 33 

<212> PRT 

<213> Conus aurisiacus 



24 



<220> 

<221> PEPTIDE 
<222> (1)..(33) 

<223> Xaa at residues 7, 19, 20 and 22 may be Pro or hydroxy-Pro; Xaa a 
t residues 1 and 24 may be Trp (D or L) or bromo-Trp (D or L) 

<400> 54 

His Thr His Gly He Arg Xaa Lys Gly Asp Gly He Cys He Xaa Lys 
15 10 15 

Val Cys Xaa Xaa Asp Xaa Xaa Arg Arg His His Leu Lys Lys Arg Asn 

20 25 30 

Asn 

<210> 55 
<211> 439 
<212> DNA 

<213> Conus aurisiacus 
<220> 

<221> CDS 

<222> (1)..(249) 



aca gga gca gga gca caa ata tgc ate tgg aag gta tgt cca cca ccc 
Thr Gly Ala Gly Ala Gin He Cys He Trp Lys Val Cys Pro Pro Pro 
65 " 70 ~ 75 80 



48 



96 



<400> 55 

atg cag acg gec tac tgg gtg atg gtg atg atg atg gtg tgg att aca 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 

1 5 10 15 

gec cct ctg tct gaa ggt ggt aaa ttg aac gac gta att tgg ggt ttg 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Trp Gly Leu 

20 25 30 

gtg cca cac ate tta acc cca cag cat ate ttg caa age ctg act tec 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 

35 40 45 

cgt ctt cat tct gac age agt gat cag aaa gga ggc atg aac gca tgg 192 
Arg Leu His Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Trp 

50 55 60 



144 



240 



409 
439 



cca tgg aga tgaacacaag gaaaaagatg aatgaegtea gacaaccgcc 289 
Pro Trp Arg 

acaactgtag tacgacatcg ttgatacgac ttcagcaaat attttaacat cactgtggtt 34 9 

gtgaagaaat cagttgcttt aaaagattgg atttttcctt gtttaagagt tgtactgata 

tcagctctgc cctgtgaagt aaagctgatg 

<210> 56 
<211> 83 
<212> PRT 

<213> Conus aurisiacus 
<400> 56 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 



25 



Ala Pro Leu Ser 

20 

Val Pro His lie 
35 

Arg Leu His Ser 
50 

Thr Gly Ala Gly 
65 



Glu Gly Gly Lys 



Leu Thr Pro Gin 

40 



Asp Ser Ser Asp 
55 

Ala Gin lie Cys 
70 



Leu Asn Asp Val 
25 

His lie Leu Gin 



Gin Lys Gly Gly 

60 

lie Trp Lys Val 
75 



lie Trp Gly Leu 

30 

Ser Leu Thr Ser 
45 

Met Asn Ala Trp 



Cys Pro Pro Pro 

80 



Pro Trp Arg 



<210> 57 

<211> 34 

<212> PRT 

<213> Conus 



aurisiacus 



PEPTIDE 
(1) . . (34) 

Xaa at residues 15, 25 and 33 may be Trp (D or L) or bromo-Trp (D 
or L) ; Xaa at residues 29, 30, 31 and 32 may be Pro or hydroxy-P 
ro 

57 

Leu His Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Xaa Thr 
15 10 15 

Gly Ala Gly Ala Gin lie Cys lie Xaa Lys Val Cys Xaa Xaa Xaa Xaa 

20 25 30 



Xaa Arg 

<210> 58 

<211> 412 

<212> DNA 

<213> Conus aurisiacus 



IF* 

sj«f% 



<220> 

<221> 
<222> 
<223> 



<400> 



<220> 

<221> CDS 

<222> (1) . . (222) 

<400> 58 

atg cag acg gcc tac tgg 
Met Gin Thr Ala Tyr Trp 
1 5 

gcc cct ctg tct gaa ggt 
Ala Pro Leu Ser Glu Gly 

20 

gtg cca cac ate tta acc 
Val Pro His lie Leu Thr 
35 

cgt ctt cat tct gac age 
Arg Leu His Ser Asp Ser 
50 



gtg atg gtg atg atg atg 
Val Met Val Met Met Met 

10 

ggt aaa ttg aac gac gta 
Gly Lys Leu Asn Asp Val 
25 

cca cag cat ate ttg caa 
Pro Gin His lie Leu Gin 
40 

agt gat cag aaa gga gca 
Ser Asp Gin Lys Gly Ala 
55 60 



gtg tgg att aca 4 8 

Val Trp lie Thr 
15 

att tgg ggt ttg 96 
lie Trp Gly Leu 
30 

age ctg act tec 144 

Ser Leu Thr Ser 

45 

caa ata tgc ate 192 
Gin lie Cys He 



tgg aag gta tgt 
Trp Lys Val Cys 



cca 
Pro 



cca ccc cca tgg aga tgaacacaag gaaaaagatg 
Pro Pro Pro Trp Arg 



242 



26 



B 1 



Si 



fl 5 
5 5;? 



65 70 

aatgacgtca gacaaccgcc acaactgtag tacgacatcg ttgatacgac ttcagcaaat 302 

attttaacat cactgtggtt gtgaagaaat cagttgcttt aaaagattgg atttttcctt 362 

gtttaggagt tgtattgata tcagctctgc cctgtgaaat aaagctgatg 412 

<210> 59 
<211> 74 
<212> PRT 

<213> Conus aurisiacus 
<400> 59 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Trp Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 



Arg Leu His Ser Asp Ser Ser Asp Gin Lys Gly Ala Gin He Cys He 

111 50 55 60 



Trp Lys Val Cys Pro Pro Pro Pro Trp Arg 



"SI 65 70 



<210> 60 

<211> 25 

w <212> PRT 

<213> Conus aurisiacus 



» ■ 



<220> 

5; <221> PEPTIDE 

< 2 2 2 > ( 1 ) . . ( 2 5 ) 

IV <223> Xaa'at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 

L); Xaa at residues 20, 21, 22 and 23 may be Pro or hydroxy-Pro 

<400> 60 

Leu His Ser Asp Ser Ser Asp Gin Lys Gly Ala Gin He Cys He Xaa 
1 5 10 15 

Lys Val Cys Xaa Xaa Xaa Xaa Xaa Arg 

20 25 

<210> 61 
<211> 439 
<212> DNA 

<213> Conus aurisiacus 
<220> 

<221> CDS 

<222> (1) . . (267) 



<400> 61 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 

15 10 15 

gcc cct ctg ttt gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 

Ala Pro Leu Phe Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 



48 



96 



27 



! ;':v? ii 



§ 5 3 



gtg cca cac ate tta acc cca cag cat ate ttg caa age ctg act tec 
Val Pro His lie Leu Thr Pro Gin His lie Leu Gin Ser Leu Thr Ser 
35 40 45 

cgt ctt cgt tct gac age agt gat cag aaa gga ggc atg aac gca teg 
Arg Leu Arg Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Ser 
50 55 60 

aca gga gca gga gca caa ata tgc ate tgg aag gta tgt cca cca tec 
Thr Gly Ala Gly Ala Gin He Cys He Trp Lys Val Cys Pro Pro Ser 
65 70 75 80 

cca tgg aga cga aca caa gga aaa aga tgaatgacgt cagacaaccg 
Pro Trp Arg Arg Thr Gin Gly Lys Arg 

8 5 



144 



<210> 62 

<211> 89 

OJ <212> PRT 

13 <213> Conus aurisiacus 



<400> 62 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

Ala Pro Leu Phe Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 

Arg Leu Arg Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Ser 
50 55 60 

Thr Gly Ala Gly Ala Gin He Cys He Trp Lys Val Cys Pro Pro Ser 
65 70 75 80 



Pro Trp 


Arg Arg Thr Gin 




85 


<210> 


63 


<211> 


37 


<212> 


PRT 


<213> 


Conus aurisiacus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . - (37) 


<223> 


Xaa at residues 



192 



240 



287 



ccacaactgt agtacgacat cgttgatacg acttcagcaa atattttaac atcactgtgg 347 
ttgtgaagaa ateagttget ttaaaagatt ggatttttcc ttgtttaaga gttgtactga 



407 



tatcagctct gcactgtgaa ataaagctga tg 439 



L) ; Xaa at residues 29, 30 and 32 may be Pro or hydroxy-Pro 
<400> 63 

Leu Arg Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Ser Thr 
15 10 15 

Glv Ala Gly Ala Gin He Cys He Xaa Lys Val Cys Xaa Xaa Ser Xaa 

20 25 30 



28 



Xaa Arg Arg Thr Gin 
35 



m 



g 3 -J 



!: .. 

gs?5s 



<210> 


64 




<211> 


412 




<212> 


DNA 




<213> 


Conus 


achatinus 


<220> 






<221> 


CDS 




<222> 


(1) • • 


(240) 


<400> 


64 




atg cag acg 


gcc tac tgg 


Met Gin Thr 


Ala Tyr Trp 


1 




5 



10 15 

gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca cac ate tta acc cca cag cat ate ttg caa agt ctg act tec 
Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 

cgt ctt cgt tct gac aac ggt ggt teg agt gga gca caa ata tgc ate 
Arg Leu Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin He Cys He 
50 55 60 

tgg aag gtg tgt cca cca tec cca tgg aga cga cca caa gga aaa aga 
Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin Gly Lys Arg 
65 70 75 80 

tgaacggcgt cagacaaccg ccacaactgt agtgggacat cgttgatacg acttcagcaa 

atattttaac atcactgtgg ttgtgaagaa ateagttget ttaaaagatt ggatttttcc 



48 



96 



144 



192 



240 



300 
360 



ttgtttaaga gttgtactga tatcagctct gecctatgaa ataaagctga tg 412 

<210> 65 

<211> 80 

<212> PRT 

<213> Conus achatinus 

<400> 65 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu Thr Ser 
35 40 45 

Arg Leu Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin He Cys He 
50 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin Gly Lys Arg 
65 70 75 80 

<210> 66 
<211> 28 
<212> PRT 



29 



<213> Conus achatinus 



<220> 

<221> PEPTIDE 
<222> (1) . . (28) 

<223> Xaa at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 
L); Xaa at residues 20, 21, 23 and 27 may be Pro or hydroxy-Pro 



<400> 66 

Leu Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin He Cys He Xaa 
15 10 15 

Lys Val Cys Xaa Xaa Ser Xaa Xaa Arg Arg Xaa Gin 

20 25 



<210> 67 

<211> 399 

<212> DNA 

<213> Conus purpurascens 



U <220> 



jSSSf 

Mi 



E s | 



<221> CDS 

<222> (1) . . (213) 



IJ1 <400> 67 

01 atg cag acg gcc tac tgg gtg atg gtg atg acg atg gtg tgg att aca 

Met Gin Thr Ala Tyr Trp Val Met Val Met Thr Met Val Trp He Thr 
1 5 10 15 



gcc cct ctg tct gaa ggt gga aaa ctg aac gat gta att egg ggt ttg 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca gac gac tta gcc eta cag ctt ate ttg caa agt ccg gtt ttc 
Val Pro Asp Asp Leu Ala Leu Gin Leu He Leu Gin Ser Pro Val Phe 
35 40 45 

cgt cgt caa tct gaa gag gaa aaa ata tgc etc tgg aag ata tgt cca 
Arg Arg Gin Ser Glu Glu Glu Lys He Cys Leu Trp Lys He Cys Pro 
50 55 60 



48 



96 



144 



192 



cca ccc cca tgg aga cga tea taaggaaaaa aaaatgaatg aegtcagaca 243 
Pro Pro Pro Trp Arg Arg Ser 
65 70 

accaccacaa ctgtaatacg acatcgttaa tacgacttca gcaaacattt taacatcact 303 

gtggttgtga agaaatcagt tgctttagaa gcttggattt ttccttgttt aagagttgta 363 

ctgatatcag ctctgcccta tgaaataaag ctgatg 399 



<210> 68 

<211> 71 

<212> PRT 

<213> Conus purpurascens 



<400> 68 

Met Gin Thr Ala 

1 

Ala Pro Leu Ser 

20 

Val Pro Asp Asp 



Tyr Trp Val Met 
5 

Glu Gly Gly Lys 
Leu Ala Leu Gin 



Val Met Thr Met 
10 

Leu Asn Asp Val 
25 

Leu He Leu Gin 



Val Trp He Thr 
15 

He Arg Gly Leu 
30 

Ser Pro Val Phe 



30 



35 40 45 

Arg Arg Gin Ser Glu Glu Glu Lys He Cys Leu Trp Lys He Cys Pro 
50 55 60 

Pro Pro Pro Trp Arg Arg Ser 
65 70 

<210> 69 
<211> 21 
<212> PRT 

<213> Conus purpurascens 
<220> 

<221> PEPTIDE 
<222> (1) . . (21) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residues 3,4 adn 5 ma 
y be Glu or Gla; Xaa at residues 10 and 18 may be Trp (D or L) or 
bromo-Trp (D or L); Xaa at residues 14, 15, 16 and 17 may be Pro 
or hydroxy-Pro 

saws 

<400> 69 

Xaa Ser Xaa Xaa Xaa Lys He Cys Leu Xaa Lys He Cys Xaa Xaa Xaa 
i 5 10 15 



■ I* >A* 



... 

» jj 

as; is 
tri 5 

.5S; 



fi 3 5 



Xaa Xaa Arg Arg Ser 

20 



<210> 


70 




<211> 


398 




<212> 


DNA 




<213> 


Conus 


purpurascens 


<220> 






<221> 


CDS 




<222> 


(1) • . 


(213) 


<400> 


70 




atg cag acg 


gcc tac tgg gtg 


Met Gin Thr 


Ala Tyr Trp Val 


1 




5 



itg gtg atg atg atg gtg tgg att aca 48 
let Val Met Met Met Val Trp He Thr 
10 15 

gcc cct ctg tct gag ggt aga aaa ccg aac gat gta att egg ggt ttg 96 
Ala Pro Leu Ser Glu Gly Arg Lys Pro Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca gat gac tta gcc eta cag ctt ate ttg caa agt cag gtt tec 14 4 

Val Pro Asp Asp Leu Ala Leu Gin Leu He Leu Gin Ser Gin Val Ser 
35 40 45 

cgt cgt gaa tct aat ggg gtg gaa ata tgc atg tgg aag gta tgt cca 
Arg Arg Glu Ser Asn Gly Val Glu He Cys Met Trp Lys Val Cys Pro 
50 55 60 



192 



cca tec cca tgg aga cga tea taaggaaaaa aaatgaatga cgtcagacaa 243 
Pro Ser Pro Trp Arg Arg Ser 
65 70 

ccaccacaac tgtaatacga catcgttaat acgacttcag caaacatttt aacatcactg 303 

tggttgtgaa gaaatcagtt gctttaaaag attggatttt tccttgttta agagttgtac 363 

tgatatcagc tctgccctat gaaataaagc tgatg 398 



31 

<210> 71 
<211> 71 
<212> PRT 

<213> Conus purpurascens 
<400> 71 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Arg Lys Pro Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro Asp Asp Leu Ala Leu Gin Leu He Leu Gin Ser Gin Val Ser 
35 40 45 

Arg Arg Glu Ser Asn Gly Val Glu He Cys Met Trp Lys Val Cys Pro 
50 55 60 

Pro Ser Pro Trp Arg Arg Ser 
65 70 

<210> 72 
<211> 21 
<212> PRT 

<213> Conus purpurascens 
<220> 

<221> PEPTIDE 
<222> (1) . . (21) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residue 6 may be Glu 
or Gla; Xaa at residues 10 and 18 may be Trp (D or L) or bromo-Tr 
p (D or L) ; Xaa at residues 14, 15 and 17 may be Pro or hydroxy-P 
ro 

<400> 72 

Xaa Ser Asn Gly Val Xaa He Cys Met Xaa Lys Val Cys Xaa Xaa Ser 
15 10 15 

Xaa Xaa Arg Arg Ser 

20 



<210> 


73 




<211> 


409 




<212> 


DNA 




<213> 


Conus 


stercusmuscarum 


<220> 






<221> 


CDS 




<222> 


(1) • . 


(213) 


<400> 


73 




atg cag acg 


gcc tac tgg gtg atg 


Met Gin Thr 


Ala Tyr Trp Val Met 


1 




5 



jtg atg atg atg gtg tgg att aca 48 
7al Met Met Met Val Trp He Thr 
10 15 

gcc cct ctg tct gaa ggt ggt aaa ttg acc gac gta att egg ggt ttg 96 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Thr Asp Val He Arg Gly Leu 

20 25 30 

gtg cca cac ate tta acc cca cag cat ate ttg caa agt atg act tec 144 
Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Met Thr Ser 
35 40 45 



cgt ctt ggt att ggc age agt gat caa aat gca caa ata tgc ate tgg 



32 



Arg Leu Gly He Gly Ser Ser Asp Gin Asn Ala Gin He Cys He Trp 
50 55 60 

aag gta tgt cca cca tec cca tagagacgac cataaggaaa aagatgaatg 
Lys Val Cys Pro Pro Ser Pro 
65 70 

aegtcagaca accgccacaa ctgtagtacg acatcgttga tacgacttca gcaaatattt 
taacatcact gtggttgtga agaaatcagt tgctttaaaa gattggattt ttccttgttt 
aagagttgta ctgatatcag ctctgccctg tgaaataaag ctgatg 



243 



303 
363 
409 



<210> 74 

<211> 71 

<212> PRT 

<213> Conus stercusmuscarum 



i h 



"J 

£ 5 s 



■3 



<400> 74 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 . 5 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Thr Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Met Thr Ser 
35 40 45 

Arq Leu Gly He Gly Ser Ser Asp Gin Asn Ala Gin He Cys He Trp 

" " 1 60 



50 


55 


Lys Val 


Cys Pro Pro Ser Pro 


65 


70 


<210> 


75 


<211> 


22 


<212> 


PRT 


<213> 


Conus stercusmuscarum 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (22) 


<223> 


Xaa at residue 15 may 




and 22 may be Pro or 


<400> 


75 


Leu Gly He Gly Ser Ser Asp 


1 


5 



10 



15 



Val Cys Xaa Xaa Ser Xaa 

20 



<210> 


76 




<211> 


433 




<212> 


DNA 




<213> 


Conus 


baileyi 


<220> 






<221> 


CDS 




<222> 


(1) • . 


(216) 



<400> 76 

atg cag acg gec tac tgg gtg atg gtg atg ata atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met He Met Val Trp lie Thr 



48 



33 



BS?5} 



15 10 15 

gtc cct ctg tct gaa ggt ggt aaa ttg aac gac ata att egg ggt ttg 
Val Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp lie lie Arg Gly Leu 

20 25 30 

ttg cca gac aac ttc ccc cca cag ctt acc ttg cat cgt ctg gtt tec 
Leu Pro Asp Asn Phe Pro Pro Gin Leu Thr Leu His Arg Leu Val Ser 
35 40 45 

cgt cgt cat tct gac age att att ctg agg ggc tta tgt ate tgg aag 
Arg Arg His Ser Asp Ser lie lie Leu Arg Gly Leu Cys lie Trp Lys 
50 55 60 



O <210> 77 

ifl <211> 72 

<212> PRT 

<213> Conus baileyi 



96 



144 



192 



gtg tgt gaa cct ccg cca caa aga tgatctggtc caaagecaaa aaacgaatga 24 6 
Val Cys Glu Pro Pro Pro Gin Arg 
65 70 

tgtcagacaa ccgccacagc tttagtacga catggttaat acgacttcag caaatatttc 306 

aacatcactg tggttgtgaa gaaatcagtt actttaaaag attggaatga tgtcagctgt 366 

gcactatcaa ataaagttga tgtgacaaaa aaaaaaaaaa aaaaagtact ctgcgttgtt 426 
actcgag 



433 



<400> 77 

Met Gin Thr Ala Tyr Trp Val Met Val Met He Met Val Trp He Thr 
15 10 15 

Val Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp He He Arg Gly Leu 

20 25 30 

Leu Pro Asp Asn Phe Pro Pro Gin Leu Thr Leu His Arg Leu Val Ser 
35 40 45 

Arg Arg His Ser Asp Ser He He Leu Arg Gly Leu Cys He Trp Lys 
50 55 60 

Val Cys Glu Pro Pro Pro Gin Arg 
65 70 

<210> 78 
<211> 22 
<212> PRT 

<213> Conus baileyi 
<220> 

<221> PEPTIDE 
<222> (1) . . (22) 

<223> Xaa at residue 13 may be Trp (D or L) or bromo-Trp (D or L) ; Xaa 
at residue 17 may be Glu or Gla; Xaa at residues 18, 19 and 20 ma 
y be Pro or hydroxy-Pro 

<400> 78 

His Ser Asp Ser He He Leu Arg Gly Leu Cys He Xaa Lys Val Cys 
1 ' 5 10 15 



Xaa Xaa Xaa Xaa Gin Arg 



34 



20 

<210> 79 

<211> 413 

<212> DNA 

<213> Conus bocki 

<220> 

<221> CDS 

<222> (1)..(270) 

<400> 79 





atg 


cag 


acg 


gcc 




Met 


Gin 


Thr 


Ala 




1 










gcc 


cct 


ctg 


tct 




Ala 


Pro 


Leu 


Ser 










20 




gtg 


cca 


gac 


aac 


l-j. j. 


Val 


Pro 


Asp 


Asn 








35 




S ? B 


cgt 


cgt 


cgt 


tct 




Arg 


Arg 


Arg 


Ser 






50 






S S 










s 


aac 


gta 


tgt 


gca 


.9 ^ 1 


Asn 


Val 


Cys 


Ala 




65 








•*•■><• 

O.'v s» 


atg 


aat 


gac 


gac 




Met 


Asn 


Asp 


Asp 



tgg 


gtg 


atg 


gtg 


atg 


atg 


atg 


gtg 


tgg 


att 


aca 


48 


Trp 


Val 


Met 


Val 


Met 


Met 


Met 


Val 


Trp 


He 


Thr 










10 










15 






agt 


gat 


aaa 


ctg 


aac 


gac 


gta 


att 


egg 


ggt 


ttg 


96 


Ser 


Asp 


Lys 


Leu 


Asn 


Asp 


Val 


He 


Arg 


Gly 


Leu 






25 










30 








acc 


cca 


cag 


ctt 


ate 


ttg 


cga 


agt 


ctg 


att 


tec 


144 


Thr 


Pro 


Gin 


Leu 


He 


Leu 


Arg 


Ser 


Leu 


He 


Ser 








40 










45 










aag 


gat 


gat 


ccg 


gga 


gga 


caa 


gaa 


tgt 


tac 


tgg 


192 


Lys 


Asp 


Asp 


Pro 


Gly 


Gly 


Gin 


Glu 


Cys 


Tyr 


Trp 




55 










60 












aac 


cag 


gga 


gac 


cac 


atg 


ate 


tta 


aga 


aaa 


aag 


240 


Asn 


Gin 


Gly 


Asp 


His 


Met 


He 


Leu 


Arg 


Lys 


Lys 




70 








75 










80 




caa 


ccg 


cca 


caa 


ctg 


taatacgaca 


tegttaatae 


290 


Gin 


Pro 


Pro 


Gin 


Leu 

















413 



Hi 8 5 90 

% gacttcagca aatattttaa catcactgtg gttgtgaaga aatcagttgc tttaaaagat 350 

Tu tggatttttc cgtgtttaag agctgtactg atatctgetc tgccctgtga aataaagctg 410 

atg 

<210> 80 
<211> 90 
<212> PRT 
<213> Conus bocki 

<400> 80 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Ser Asp Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro Asp Asn Leu Thr Pro Gin Leu He Leu Arg Ser Leu He Ser 
35 40 45 

Arg Arg Arg Ser Asp Lys Asp Asp Pro Gly Gly Gin Glu Cys Tyr Trp 
50 55 60 

Asn Val Cys Ala Pro Asn Gin Gly Asp His Met He Leu Arg Lys Lys 
65 70 75 80 

Met Asn Asp Asp Arg Gin Pro Pro Gin Leu 

85 90 



35 



B i 3 

.Kg 



<210> 81 

<211> 40 

<212> PRT 

<213> Conus bocki 

<220> 

<221> PEPTIDE 



<222> (1)..(40) 

<223> Xaa at residues 7, 19, 37, 38 may be Pro or hydroxy-Pro; Xaa at r 
esidue 11 may be Glu or Gla; Xaa at residue 14 may be Trp (D or L 
) or bromo-Trp ( D or L) ; Xaa at residue 13 may be Tyr, 1251-Tyr, 
mono-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr 





<400> 


81 






Arg Ser 


Asp 


Lys Asp Asp 




1 




5 




Cys Ala 


Xaa 


Asn Gin Gly 






20 


ft m 


Asp Asp 


Arg 


Gin Xaa Xaa 


!? 

j.'^f 
v, ■« 

*"»■•■»*• 




35 




■i * -v 1 


<210> 


82 




■s 5's 

>.n > mi 


<211> 


496 




EJU 


<212> 


DNA 






<213> 


Conus chaldaeus 


a s»s 

9 S S 

; 

»* •* 

:"! » ^ 
•2 •» ^ 


<220> 








<221> 


CDS 




5m* 


<222> 


(21) 


. . (260) 


A .•. 


<400> 


82 





10 15 

His Met lie Leu Arg Lys Lys Me 
25 30 

Leu 
40 



149 



197 



qaattcgccc udLyyd^ a,g cag acg gcc tac tgg gtg atg atg ggg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Met Gly Met 

15 10 

atg atg gtg tgg att aca gcc cct ctg tct gga ggt ggt aaa ctg aac 101 
Met Met Val Trp He Thr Ala Pro Leu Ser Gly Gly Gly Lys Leu Asn 

15 20 25 

gac gta att egg ggt ttg gtg cca gac gac tta acc eta cag cgt atg 
Asp Val He Arg Gly Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met 
30 35 40 

ttc gaa act ccg gtt tec cat cgt ctt tct gag ggc aga aat teg acg 
Phe Glu Thr Pro Val Ser His Arg Leu Ser Glu Gly Arg Asn Ser Thr 
45 50 55 

gta cac ata tgt acg tgg aag gta tgt cca cct ccc cca tgg aga cga 
Val His He Cys Thr Trp Lys Val Cys Pro Pro Pro Pro Trp Arg Arg 
60 65 70 75 

cca cat gga caa aga tgaatgacgt cagacaacct ccacaactgt agtacgacat 

Pro His Gly Gin Arg 

80 

cgttaacacg aegtcagcta atcttttaac atcactgtgg ctgtgaagaa cteggttget 360 
ttaaaagatt ggatttttcc ttgtttaaga gttgtgctga tatgaactct gcactacgaa 
ataaagctga tgtgacaaac aaaaaaaaga aaaaaaaaag tactctgegt tgttactcga 



245 



300 



420 
480 



gcttaagggc gaattc 



496 



36 



<210> 83 
<211> 80 
<212> PRT 

<213> Conus chaldaeus 
<400> 83 

Met Gin Thr Ala Tyr Trp Val Met Met Gly Met Met Met Val Trp lie 
15 10 15 

Thr Ala Pro Leu Ser Gly Gly Gly Lys Leu Asn Asp Val lie Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met Phe Glu Thr Pro Val 
35 40 45 

Ser His Arg Leu Ser Glu Gly Arg Asn Ser Thr Val His lie Cys Thr 
50 55 60 

ro Pro Trp Arg Arg Pro His Gly Gin Arg 

75 80 





Trp Lys 


Val Cys Pro Pro 


SLA 

h 


65 


70 


:j s 


<210> 


84 




<211> 


29 


.5 3 a 


<212> 


PRT 


" K 1 


<213> 


Conus chaldaeus 


in 


<220> 






<221> 


PEPTIDE 




<222> 


(1) . . (29) 




<223> 


Xaa at residue 3 


" * 




be Trp (D or L) 


i?« ; 




0, 21 and 25 may 


,i *> .< 

. f-% 


<400> 


84 




Leu Ser Xaa Gly Arg Asn 


?' ** 

s | a 


1 


5 




Cys Xaa Xaa Xaa Xaa Xaa 






20 




<210> 


85 




<211> 


499 




<212> 


DNA 




<213> 


Conus chaldaeus 




<220> 






<221> 


CDS 




<222> 


(21) . . (260) 




<400> 


85 



10 15 



25 



gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg atg ggg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Met Gly Met 
15 10 

atg atg gtg tgg att aca gcc cct ctg tct gga ggt ggt aaa ctg aac 101 
Met Met Val Trp lie Thr Ala Pro Leu Ser Gly Gly Gly Lys Leu Asn 

15 20 25 

gac gta att egg ggt ttg gtg cca gac gac tta acc eta cag cgt atg 14 9 

Asp Val lie Arg Gly Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met 
30 35 4 0 



ttc gaa act ccg gtt tec cat cgt ctt tct gag ggc aga aat teg acg 



197 



I i 2 



S'W 

5 

■**^ n 



37 

Phe Glu Thr Pro Val Ser His Arg Leu Ser Glu Gly Arg Asn Ser Thr 
45 50 55 

gta cac ata tgt atg tgg aag gta tgt cca cct ccc cca tgg aga cga 
Val His He Cys Met Trp Lys Val Cys Pro Pro Pro Pro Trp Arg Arg 
60 65 70 75 

cca cat gga caa aga tgaatgacgt cagacaacct ccacaactgt agtacgacat 
Pro His Gly Gin Arg 

80 

cgttaacacg acgtcagcta atcttttaac atcactgtgg ttgtgaagaa atcggttgct 

ttaaaagatt ggatttttcc ttgtttaaga gttgtgctga tatgaactct gcactacgaa 
ataaagctga tgtgacaaac ggaaaaaaaa aaaaaaaaaa aagtactctg cgttgttact 

■ 

cgagcttaag ggcgaattc 

<210> 86 

<211> 80 

<212> PRT 

<213> Conus chaldaeus 

<400> 86 

Met Gin Thr Ala Tyr Trp Val Met Met Gly Met Met Met Val Trp lie 
1 5 10 15 

Thr Ala Pro Leu Ser Gly Gly Gly Lys Leu Asn Asp Val He Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met Phe Glu Thr Pro Val 
35 40 45 

Ser His Arg Leu Ser Glu Gly Arg Asn Ser Thr Val His He Cys Met 
50 55 60 

Trp Lys Val Cys Pro Pro Pro Pro Trp Arg Arg Pro His Gly Gin Arg 



m 65 



70 75 80 



<210> 87 

<211> 29 

<212> PRT 

<213> Conus chaldaeus 



245 



300 



360 

420 
480 

499 



<220> 

<221> PEPTIDE 
<222> (1) . . (29) 

<223> Xaa at residue 3 may be Glu or Gla; Xaa at residues 14 and 22 may 
be Trp (D or L) or bromo-Trp (D or L); Xaa at residues 18, 19, 2 
0, 21 and 25 may be Pro or hydroxy-Pro 



<400> 87 

Leu Ser Xaa Gly Arg Asn Ser Thr 

1 5 

Cys Xaa Xaa Xaa Xaa Xaa Arg Arg 

20 



Val His He Cys Met Xaa Lys Val 
10 15 

Xaa His Gly Gin Arg 
25 



<210> 88 

<211> 490 

<212> DNA 

<213> Conus cinereus 



<220> 



1*1: 

*■ S- 



SFT5 

n Jl 
« J 

•■its? s 

« v 

»: 

*!?.' 

•5 # 
5 ■» 



Hi * 



38 

<221> CDS 

<222> (21) . . (305) 

<400> 88 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
1 5 10 

101 



149 



ttg 


gtg 


tgg 


att 


aca 


gcc 


cct 


ctg 


cct 


gag 


ggt 


ggt 


aaa 


ccg 


aag 


cac 


Leu 


Val 


Trp 


lie 


Thr 


Ala 


Pro 


Leu 


Pro 


Glu 


Gly 


Gly 


Lys 


Pro 


Lys 


His 






15 










20 










25 






gta 


att 


egg 


ggt 


ttg 


gta 


cca 


gac 


gac 


tta 


acc 


cca 


cag 


cat 


ate 


ttg 


Val 


lie 


Arg 


Gly 


Leu 


Val 


Pro 


Asp 


Asp 


Leu 


Thr 


Pro 


Gin 


His 


He 


Leu 






30 








35 










40 








cga 


agt 


ttg 


att 


tec 


cgt 


cgt 


tea 


tct 


ggc 


tgc 


agt 


gtt 


teg 


ttg 


ggc 


Arg 


Ser 


Leu 


lie 


Ser 


Arg 


Arg 


Ser 


Ser 


Gly 


Cys 


Ser 


Val 


Ser 


Leu 


Gly 


45 










50 










55 










ttc 


aaa 


tgc 


ttc 


tgg 


aag 


age 


tgt 


aca 


gta 


ate 


cca 


gtg 


aga 


cca 


ttt 


Phe 


Lys 


Cys 


Phe 


Trp 


Lys 


Ser 


Cys 


Thr 


Val 


lie 


Pro 


Val 


Arg 


Pro 


Phe 


60 






65 










70 










75 



gta tct ctg gaa gaa gaa aat gaa tgc cag aaa gtc caa ata agt gca 
^1 Val Ser Leu Glu Glu Glu Asn Glu Cys Gin Lys Val Gin He Ser Ala 

80 85 90 



teagttgett taaaagattt gatttttcct tgtttaagag ttgtactgat atcagctctg 



gttactcgag ettaagggeg aattc 



<210> 89 




























<211> 95 




























<212> PRT 




























<213> Conus 


cinereus 






















<400> 89 
Met Gin Thr 
1 


Ala 


Tyr 

5 


Trp 


Val 


Met 


Val 


Met 
10 


Met 


Leu 


Val 


Trp 


He 
15 


Thr 


Ala Pro Leu 


Pro 
20 


Glu 


Gly 


Gly 


Lys 


Pro 
25 


Lys 


His 


Val 


He 


Arg 
30 


Gly 


Leu 


Val Pro Asp 
35 


Asp 


Leu 


Thr 


Pro 


Gin 
40 


His 


He 


Leu 


Arg 


Ser 
45 


Leu 


He 


Ser 


Arg Arg Ser 
50 


Ser 


Gly 


Cys 


Ser 
55 


Val 


Ser 


Leu 


Gly 


Phe 
60 


Lys 


Cys 


Phe 


Trp 


Lys Ser Cys 
65 


Thr 


Val 


He 
70 


Pro 


Val 


Arg 


Pro 


Phe 
75 


Val 


Ser 


Leu 


Glu 


Glu 
80 


Glu Asn Glu 


Cys 


Gin 
85 


Lys 


Val 


Gin 


He 


Ser 
90 


Ala 


Val 


Trp 


Gly 


Pro 

95 





197 



245 



293 



gta tgg ggt cct tgatacgact tcagcaagga tcactgtggt tgtgaagaaa 345 
Val Trp Gly Pro 

95 



405 



hi tactatgaaa taaagctgat gtgacaaaca aaaaaaaaaa aaaaaaaagt actctgegtt ,4 65 



490 



<210> 90 
<211> 45 
<212> PRT 



39 



S | 3 



<213> Conus cinereus 
<220> 

<221> PEPTIDE 
<222> (1) . . (45) 

<223> Xaa at residues 14 and 43 may be Trp (D or L) or bromo-Trp ( D or 
L) ; Xaa at residues 21, 24 and 45 may be Pro or hydroxy-Pro; Xaa 
at residues 29, 30, 31 adn 33 may be Glu or Gla 

<400> 90 

Ser Ser Gly Cys Ser Val Ser Leu Gly Phe Lys Cys Phe Xaa Lys Ser 
15 10 15 

Cys Thr Val lie Xaa Val Arg Xaa Phe Val Ser Leu Xaa Xaa Xaa Asn 

20 25 30 

Xaa Cys Gin Lys Val Gin He Ser Ala Val Xaa Gly Xaa 

40 45 







35 






<210> 


91 






<211> 


497 




V. £ 


<212> 


DNA 




%J 


<213> 


Conus 


cinereus 


S w J 

•I JSr* 


<220> 






2 

'^*** l\ 


<221> 


CDS 




„ ■ .> 
M Z 1} 


<222> 


(21) . 


. (263) 


















ail 


<400> 


91 





Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

gtg gtg gtg tgg att aca gcc cct ctg cct gaa ggt ggt aaa ccg gag 
Val Val Val Trp He Thr Ala Pro Leu Pro Glu Gly Gly Lys Pro Glu 

15 20 25 

cac gta att egg ggt ttg gtg cca gac gac tta acc cca cag ctt ate 
His Val He Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu He 
30 35 40 

ttg cga agt ctg att tec cgt cgt agt tct gac ggc aag gca aaa aga 
Leu Arg Ser Leu lie Ser Arg Arg Ser Ser Asp Gly Lys Ala Lys Arg 
45 50 55 

aat tgt ttc tgg aag gca tgt gta cca gaa caa tgg aga caa cgt gat 
Asn Cys Phe Trp Lys Ala Cys Val Pro Glu Gin Trp Arg Gin Arg Asp 
60 " 65 70 75 



53 



101 



149 



197 



245 



ctt aag gaa aaa gat gaa tgatgtcaga caaccgccat cactgtagta 293 
Leu Lys Glu Lys Asp Glu 

8 0 

tgacatcgtt aatacgactt aagcaaatat tttaacatca ctgtggatct gaagaaatca 353 

gttgctttaa aagattggat ttttcctcgt ttaagagttg tactgatgtc agctctgcac 413 

tgtgaaataa agctgatgtg acaaacgaaa aaaaaaaaaa aaaaaaagta ctctgcgttg 473 

ttactcgagc ttaagggega attc 497 

<210> 92 

<211> 81 

<212> PRT 

<213> Conus cinereus 



40 



<400> 92 

Met Gin Thr Ala 

1 

Thr Ala Pro Leu 

20 



Leu Val Pro Asp 
35 

Ser Arg Arg Ser 
50 

Ala Cys Val Pro 
65 



Tyr Trp Val Met 
5 

Pro Glu Gly Gly 



Asp Leu Thr Pro 

4 0 



Ser Asp Gly Lys 
55 

Glu Gin Trp Arg 
70 



Val Met Met Val 
10 

Lys Pro Glu His 
25 

Gin Leu lie Leu 



Ala Lys Arg Asn 

60 

Gin Arg Asp Leu 
75 



Val Val Trp lie 
15 

Val lie Arg Gly 
30 

Arg Ser Leu lie 
45 

Cys Phe Trp Lys 



Lys Glu Lys Asp 



Glu 



<210> 93 

<211> 30 

<212> PRT 

<213> Conus cinereus 



<220> 

<221> PEPTIDE 
<222> (1) . . (30) 

<223> Xaa at residues 12 and 20 may be Trp (D or L) or bromo-Trp (D or 
L) ; Xaa at residue 17 may be Pro or hydroxy-Pro; Xaa at residues 
18, 27 and 30 may be Glu or Gla 



<400> 93 

Ser Ser Asp Gly Lys Ala Lys Arg 
1 5 

Xaa Xaa Gin Xaa Arg Gin Arg Asp 

20 



Asn Cys Phe Xaa Lys Ala Cys Val 
10 15 

Leu Lys Xaa Lys Asp Xaa 
25 30 



<210> 94 

<211> 496 

<212> DNA 

<213> Conus cinereus 



<220> 

<221> CDS 

<222> (21).. (263) 



<400> 94 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg t>3 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 



atg gtg gtg tgg att aca gcc cct ctg cct gaa ggt ggt aaa ccg aag 

Met Val Val Trp He Thr Ala Pro Leu Pro Glu Gly Gly Lys Pro Lys 

15 20 25 

cac gta att egg ggt ttg gtg cca gac gac tta acc cca cag ctt ate 

His Val He Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu He 

30 35 40 

ttg cga agt ctg att tec cgt cgt agt tct gac ggc aag gca aaa aga 

Leu Arg Ser Leu He Ser Arg Arg Ser Ser Asp Gly Lys Ala Lys Arg 
45 50 55 



41 



aat tgt ttc tgg aag gca tgt gta cca gaa caa tgg aga caa cgt gat 
Asn Cys Phe Trp Lys Ala Cys Val Pro Glu Gin Trp Arg Gin Arg Asp 
60 " *" 65 70 75 



70 75 80 



<210> 96 

<211> 30 

<212> PRT 

<213> Conus cinereus 



245 



496 



cct aag gaa aaa gat gaa tgatgtcaga caaccgccat cactgtagta 293 
Pro Lys Glu Lys Asp Glu 

80 

tgacatcgtt aatacgactt aagcaaatat tttaacatca ctgtggatct gaagaaatca 353 
gttgctttaa aagattggat ttttcctcgt ttaagagttg tactgatgtc agctctgcac 413 
tgtgaaataa agctgacgtg acaagcaaaa aaaaaaaaaa aaaaaagtac tctgcgttgt 473 
tactcgagct taagggcgaa ttc 

<210> 95 
<211> 81 
<212> PRT 

<213> Conus cinereus 
<400> 95 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val Trp He 
15 10 15 

Thr Ala Pro Leu Pro Glu Gly Gly Lys Pro Lys His Val He Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Pro Gin Leu He Leu Arg Ser Leu He 
35 40 45 

Ser Arg Arg Ser Ser Asp Gly Lys Ala Lys Arg Asn Cys Phe Trp Lys 
50 55 60 

Ala Cys Val Pro Glu Gin Trp Arg Gin Arg Asp Pro Lys Glu Lys Asp 
65 

Glu 



<220> 

<221> PEPTIDE 
<222> (1) . . (30) 

<223> Xaa at residues 12 and 20 may be Trp (D or L) or bromo-Trp (D or 
L) ; Xaa at residues 17 and 25 may be Pro or hydroxy-Pro; Xaa at r 
esidues 18, 27 and 30 may be Glu or Gla 



<400> 96 

Ser Ser Asp Gly 

1 

Xaa Xaa Gin Xaa 

20 



Lys Ala Lys Arg 
5 

Arg Gin Arg Asp 



Asn Cys Phe Xaa 
10 

Xaa Lys Xaa Lys 
25 



Lys Ala Cys Val 
15 



Asp Xaa 
30 



<210> 97 

<211> 493 

<212> DNA 

<213> Conus cinereus 
<220> 



42 



S 5: 



2 I 5 



<221> CDS 

<222> (21) . . (260) 

<400> 97 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg ata atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val lie Met 
15 10 



atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ccg aag cac 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys His 

15 20 25 



tgt gcc tgg aag aca tgt gta cca acc caa tgg aga cga cgt gat ctt 
Cys Ala Trp Lys Thr Cys Val Pro Thr Gin Trp Arg Arg Arg Asp Leu 
60 "65 7 0 7 5 



111 aag gaa aaa gat gaa tgatgtcaga caaccgccat cactgtagta tgacatcgtt 

01 Lys Glu Lys Asp Glu 

m 80 



aatacgactt aagcaaatat tttaacatca ctgtggttct gaagaaatca gttgctttaa 



agctgatgtg acaaacaaaa aaaaaaaaaa aaaaaagtac tctgcgttgt tactcgagct 



<210> 98 

PJ <211> 80 

<212> PRT 

<213> Conus cinereus 

<400> 98 

Met Gin Thr Ala Tyr Trp Val Met Val lie Met Met Val Trp lie Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys His Val lie Arg Gly Leu 

20 25 30 

Val Pro Val Asp Leu Thr Pro Gin Leu lie Leu Arg Ser Leu lie Ser 
35 " 40 45 

Arg Arg Ser Ser Asp Gly Lys Ala Lys Lys Gin Cys Ala Trp Lys Thr 
50 55 60 

Cys Val Pro Thr Gin Trp Arg Arg Arg Asp Leu Lys Glu Lys Asp Glu 
65 70 75 80 

<210> 99 

<211> 30 

<212> PRT 

<213> Conus cinereus 



101 



gta att egg ggt ttg gtg cca gtc gac tta acc cca cag ctt ate ttg 14 9 

Val lie Arg Gly Leu Val Pro Val Asp Leu Thr Pro Gin Leu lie Leu 
30 35 40 

cga agt ctg att tec cgt cgt agt tct gac ggc aag gca aaa aaa caa 197 
Arg Ser Leu lie Ser Arg Arg Ser Ser Asp Gly Lys Ala Lys Lys Gin 
45 50 55 



245 



300 



360 



aagattggat ttttccttgt ttaagagttg tactgatatc agctctgcac tgtgaaataa 420 



480 



taagggcgaa ttc ^93 



<220> 

<221> PEPTIDE 



43 



<222> (1) . . (30) 

<223> Xaa at residues 12 and 20 may be Trp (D or L) or bromo-Trp ( 
L) ; Xaa at residue 17 may be Pro or hydroxy-Pro; Xaa at resi 
27 and 30 may be Glu or Gla 

<400> 99 

Ser Ser Asp Gly Lys Ala Lys Lys Gin Cys Ala Xaa Lys Thr Cys Val 
15 10 15 

Xaa Thr Gin Xaa Arg Arg Arg Asp Leu Lys Xaa Lys Asp Xaa 

20 25 30 



<210> 100 

<211> 496 

<212> DNA 

<213> Conus 



circumcisus 



<220> 

<221> CDS 

<222> (21) . . (263) 



<400> 100 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 

15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca cac ate tta acc cca cag cat ate ttg 
Val lie Arg Gly Leu Val Pro His lie Leu Thr Pro Gin His lie Leu 
30 ^ 35 4 0 



caa ggt ctg act tec cgt ctt cgt tct gac age agt ggt cag aaa gga 
Gin Gly Leu Thr Ser Arg Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly 
45 50 55 

gca caa ata tgc ate tgg aag gta tgt cca eta tec cca tgg aga cga 
Ala Gin He Cys He Trp Lys Val Cys Pro Leu Ser Pro Trp Arg Arg 
60 65 70 75 

cca caa gga aaa gat gaa tgaegtcaga caaccgctac aactgtagta 
Pro Gin Gly Lys Asp Glu 

80 

egacategtt gatacgactt cagcaaatat tttaacatca ctgtggttgt gaagaaatca 

getgetttaa aagattggat ttttccttgt ttaagagttg tactgatatc agctctgcac 

tatgaaataa agctgatgtg acaaacaaaa aaaaaaaaaa aaaaaagtac tctgcgttgt 

tactcgagct taagggcgaa ttc 

<210> 101 

<211> 81 

<212> PRT 

<213> Conus circumcisus 



<400> 101 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
1 5 10 15 



Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 



44 



20 25 30 

Val Pro His lie Leu Thr Pro Gin His lie Leu Gin Gly Leu Thr Ser 
35 40 45 

Arg Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin lie Cys He 
50 55 60 

Trp Lys Val Cys Pro Leu Ser Pro Trp Arg Arg Pro Gin Gly Lys Asp 
65 70 75 80 

Glu 

<210> 102 

<211> 32 

<212> PRT 

<213> Conus circumcisus 
<220> 

fss* <221> PEPTIDE 

H <222> (1) . . (32) 

3* <223> Xaa at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 

W l) ; Xaa at residues 20, 23 and 27 may be Pro or hydroxy-Pro; Xaa 

l Ji at residue 32 may be Glu or Gla 

V •» 

O <400> 102 

Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin He Cys He Xaa 
1 5 10 15 



N m * 

R. s K 



8 U 



Lys Val Cys Xaa Leu Ser Xaa Xaa Arg Arg Xaa Gin Gly Lys Asp Xaa 

20 25 30 



<210> 


103 


<211> 


496 


<212> 


DNA 


<213> 


Conus consors 


<220> 




<221> 


CDS 


<222> 


(21) . . (242) 


<400> 


103 


gaattcgccc ttatggatcc 



atg gtg tgg 
Met Val Trp 



gta att egg 
Val lie Arg 
30 

caa agt ctg 
Gin Ser Leu 
45 

gca caa eta 
Ala Gin Leu 



atg cag acg gec tac tgg gtg atg gtg atg atg 53 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met 



101 







1 








5 










10 


att 


aca 


gec 


cct 


ctg 


tct 


gaa 


ggt 


ggt 


aaa 


ttg 


aac 


gac 


He 


Thr 


Ala 


Pro 


Leu 


Ser 


Glu 


Gly 


Gly 


Lys 


Leu 


Asn 


Asp 


15 










20 










25 






ggt 


ttg 


gtg 


cca 


cac 


ttc 


tta 


acc 


cca 


cag 


cat 


ate 


ttg 


Gly 


Leu 


Val 


Pro 


His 


Phe 


Leu 


Thr 


Pro 


Gin 


His 


He 


Leu 








35 










40 








act 


tec 


cgt 


aat 


ggt 


tct 


ggc 


age 


agt 


aat 


cag 


aaa 


gaa 


Thr 


Ser 


Arg 


Asn 


Gly 


Ser 


Gly 


Ser 


Ser 


Asn 


Gin 


Lys 


Glu 






50 










55 










tgc 


ate 


tgg 


aag 


gta 


tgt 


cca 


cca 


acc 


cca 


tgg 


aga 




Cys 


He 


Trp 


Lys 


Val 


Cys 


Pro 


Pro 


Thr 


Pro 


Trp 


Arg 






65 










70 













149 



197 



242 



60 

tgaccacaag gaaaaagatg aaeggegtea gacaaccgcc acaactgtag tgggacatcg 302 



45 



ttgatacgac ttcagcaaat attttaacat cactgtggtt gtgaagaaat cagttgtttt 362 
aaaagattgg atttttcctt gtttaagagt tgtactgata tcagctctgc actatgaaat 422 
aaagctgatg tgacaagcaa aaaaaaaaaa aaaaaaagta ctctgcgttg ttactcgagc 



482 



ttaagggcga attc 496 





<210> 


104 






















<211> 


74 






















<212> 


PRT 






















<213> 


Conus consors 


















<4UU> 
Met (a±n 
1 


104 
Thr 


Ala 


Tyr 
5 


i rp 


V CL J- 


Met 


Val 


Met Met 
10 


Met 


Val 




Ala Pro 


Leu 


Ser 
20 


Glu 


Gly 


CI W 


j_iy o 


Toil 


7\qn Sen 
rioll nop 


Val 


lie 

J_ _L. V— * 


««*-! 
>* 

; {S5'i 


Val Pro 


His 

35 


Phe 


Leu 


Thr 


Pro 


Gin 
40 


HIS 


1 1 < » 1 / » -1 -1 

±j_e Leu 


Gin 


Ser 
45 


•jaw? 

»1 •» •< 


Arg Asn 
50 


Gly 


Ser 


Gly 


Ser 


Ser 
55 


Asn 


Gin 


Lys Glu 


Ala 
60 


Gin 


il 3 S 

jj, 3 

s *w 
S U 

i - 5 


Trp Lys 
65 

<210> 


Val 
105 


Cys 


Pro 


Pro 
70 


Thr 


Pro 


Trp 


Arg 






w 


<211> 


25 






















<212> 


PRT 
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<213> 


Conus consors 














<220> 
























<221> 


PEPTIDE 


















gsj f. 


<222> 
<223> 


(1) • 

Xaa 


. (25) 

at residue 10 may be 


Glu 


or Gla 


; Xaa at 



15 



30 



and 2 3 may be Pro or hydroxy-Pro 
<400> 105 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Xaa Ala Gin Leu Cys lie Xaa 
1 ' 5 10 15 

Lys Val Cys Xaa Xaa Thr Xaa Xaa Arg 

20 25 

<210> 106 
<211> 496 
<212> DNA 
<213> Conus consors 

<220> 

<221> CDS 

<222> (21) . . (242) 

<400> 106 

gaattcgccc ttatggatcc atg cag acg gec tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
1 5 10 



atg gtg tgg att aca gec cct ctg tct gaa ggt ggt aaa ctg aac ggc 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Gly 



101 



46 



•;. i S 



tStSSS 

» • 

5 5 2 
Is 5 



us? s 

• 1 ! 



15 20 25 

gta att egg ggt ttg gtg tea cac ate tta ate cca cag cat ace ttg 

Val lie Arg Gly Leu Val Ser His lie Leu lie Pro Gin His Thr Leu 
30 " 35 40 



gca caa ata tgc ate tgg aag gta tgt cca cca tec cca tgg aaa 
Ala Gin lie Cys lie Trp Lys Val Cys Pro Pro Ser Pro Trp Lys 
60 65 70 



Ml <210> 107 

PJ <211> 74 

Q <212> PRT 



149 



cga agt ctg act tec cgt gat cgt tct gac aac ggt ggt teg agt gga 197 
Arg Ser Leu Thr Ser Arg Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly 
45 50 55 



242 



tgaccacaag gaaaaagatg aaeggegtea gacaaccacc acaactgtag tgggacatcg 302 
ttgatacgac ttcagcaaat attttaacat cactgtggtc gtgaagaaat cagttgcttt 362 
aaaagattgg atttttcctt gtttaagagt tgtactgata tcagctctgc actatgaaat 422 
aaagctgatg tgacaaacaa aaaaaaaaaa aaaaaaagta ctctgcgttg ttactcgagc 
ttaagggega attc 



482 
496 



<213> Conus consors 
<400> 107 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Gly Val He Arg Gly Leu 

20 25 30 

Val Ser His He Leu He Pro Gin His Thr Leu Arg Ser Leu Thr Ser 
35 40 45 

Arg Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin He Cys He 
50 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Lys 
65 70 

<210> 108 

<211> 25 

<212> PRT 

<213> Conus consors 
<220> 

<221> PEPTIDE 

<222> (1) . . (25) 

<223> Xaa at residues 16 and 24 may be Trp (D or L) or bromo-Trp (D or 
L) ; Xaa at residues 20, 21 and 23 may be Pro or hydroxy-Pro 

<400> 108 

Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin He Cys He Xaa 
1 5 10 15 

Lys Val Cys Xaa Xaa Ser Xaa Xaa Lys 

20 25 



<210> 109 



47 



<211> 459 
<212> DNA 

<213> Conus coronatus 



<220> 

<221> CDS 

<222> (1) . . (240) 



<400> 109 

atg cag acg gcc tac tgg gtg atg atg atg atg atg atg gtg tgg att 

Met Gin Thr Ala Tyr Trp Val Met Met Met Met Met Met Val Trp lie 
15 10 15 

aca gcc cct ctg tct gaa ggt ggt aaa ctg aac gac gta att egg ggt 
Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly 

20 25 30 

ttg gtg cca gac gac tta acc eta cag cgt atg ttc aaa get ctg gtt 
Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met Phe Lys Ala Leu Val 
35 " 40 45 

tec cat cgt ctt tct gac ggc aga gat tgg acg gga tac ata tgt ate 
Ser His Arg Leu Ser Asp Gly Arg Asp Trp Thr Gly Tyr He Cys He 
50 55 60 

tgg aag gca tgt cca cgt ccc cca tgg ate cca cca aag gga aaa aga 
Trp Lys Ala Cys Pro Arg Pro Pro Trp He Pro Pro Lys Gly Lys Arg 
65 70 75 80 

tgaatgacgt cagacaaccg ccacaactgt agtacgacat cgttaacaca acttcagcta 

atattttaac atcactgtgg ttgtgaagaa ateggttget ttaaaagatt gaatttttcg 

tttaagagtt gtgetgatae gagctctgea ctatgaaata aagctgatgt gacaaacaaa 

aaaaaaaaaa aaaaaaagta ctctgcgttg ttactcgag 

<210> 110 
<211> 80 
<212> PRT 

<213> Conus coronatus 
<400> 110 

Met Gin Thr Ala Tyr Trp Val Met Met Met Met Met Met Val Trp He 
1 5 10 15 

Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met Phe Lys Ala Leu Val 
35 40 45 

Ser His Arg Leu Ser Asp Gly Arg Asp Trp Thr Gly Tyr He Cys He 
50 55 60 

Trp Lys Ala Cys Pro Arg Pro Pro Trp He Pro Pro Lys Gly Lys Arg 
65 70 75 80 

<210> 111 

<211> 26 

<212> PRT 

<213> Conus coronatus 



<220> 

<221> PEPTIDE 



48 



'A ? <*•' 

JJ « tj 



ft**** Hpfi 



fi I 3 
HI? 

5 -5 a 



<222> (1) . . (26) 

<223> Xaa at residues 7, 14 and 22 may be Trp or bromo-Trp; Xaa at resi 
due 10 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O-sulpho 
-Tyr or O-phospho-Tyr ; Xaa at residues 18, 29, 21, 24 and 25 may 
be Pro or hydroxy-Pro 

<400> 111 

Leu Ser Asp Gly Arg Asp Xaa Thr Gly Xaa lie Cys lie Xaa Lys Ala 
1 5 10 15 

Cys Xaa Arg Xaa Xaa Xaa lie Xaa Xaa Lys 

20 25 



<210> 


112 


<211> 


495 


<212> 


DNA 


<213> 


Conus ebraeus 


<220> 




<221> 


CDS 


<222> 


(21) . . (236) 


<400> 


112 


gaattcgccc ttatggatcc 



atg cag acg gcc tac tgg gtg atg atg atg atg 53 
Met Gin Thr Ala Tyr Trp Val Met Met Met Met 
15 10 



atg atg gtg tgg att aca gcc cct ctg tct gaa ggc ggt aaa ctg aac 
Met Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn 

15 20 25 

gac gta att egg ggt ttg gtg cca gac gac tta acc eta cag cgt atg 
Asp Val lie Arg Gly Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met 
30 35 40 

ttc aaa agt ctg ttt tec cat cgt ctt tct ggc ggc aca tat teg agg 
Phe Lys Ser Leu Phe Ser His Arg Leu Ser Gly Gly Thr Tyr Ser Arg 
45 50 55 



101 



149 



197 



gta gac aca tgc ate tgg aag gta tgt cca caa tct cca tagggacgat 24 6 

Val Asp Thr Cys lie Trp Lys Val Cys Pro Gin Ser Pro 
60 ~ 65 70 



ggegaatte 



<210> 113 

<211> 72 

<212> PRT 

<213> Conus ebraeus 



aagatgagtg 


acatcagaca 


actgccacaa 


ctgtagtacg 


acatcgttaa 


306 


gctaatattt 


taacatcact 


gtggttgtga 


agaaateggt 


tgctttaaaa 


366 


ttccttgttt 


aagagttgtg 


ctgatatgag 


ctctgcacta 


tgaaataaag 


426 


aaacaaaaaa 


aaaaaaaaaa 


aagtactctg 


cgttgttact 


cgagcttaag 


486 
495 



<400> 113 

Met Gin Thr Ala Tyr Trp Val Met Met Met Met Met Met Val Trp lie 
1 5 10 15 



Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly 

20 25 30 



49 

Leu Val Pro Asp Asp Leu Thr Leu Gin Arg Met Phe Lys Ser Leu Phe 
35 4 0 4 5 

Ser His Arg Leu Ser Gly Gly Thr Tyr Ser Arg Val Asp Thr Cys He 
50 55 60 

Trp Lys Val Cys Pro Gin Ser Pro 
65 70 

<210> 114 
<211> 21 
<212> PRT 

<213> Conus ebraeus 
<220> 

<221> PEPTIDE 
<222> (1) . . (21) 

<223> Xaa at residue 6 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-iodo-Tyr 
, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at residue 14 may be Trp (D 
or L) or bromo-Trp (D or L) ; Xaa at residues 18 and 21 may be Pro 
or hydroxy-Pro 

<400> 114 

Leu Ser Gly Gly Thr Xaa Ser Arg Val Asp Thr Cys He Xaa Lys Val 
1 5 10 15 

Cys Xaa Gin Ser Xaa 

2 0 



<210> 


115 




<211> 


537 




<212> 


DNA 




<213> 


Conus 


geographus 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (299) 


<400> 


115 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg ctg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Leu Met Met 
1 5 10 



atg gtg tgc ate aca gcc cct ctg cct gaa ggt ggt aaa ccg aac age 
Met Val Cys He Thr Ala Pro Leu Pro Glu Gly Gly Lys Pro Asn Ser 

15 2 0 25 

gga att egg ggt ttg gtg cca aac gac tta act cca cag cat acc ttg 
Gly He Arg Gly Leu Val Pro Asn Asp Leu Thr Pro Gin His Thr Leu 
30 35 40 

cga agt ctg att tec cgt cgt caa act gac gtt ctt ctg gag get acc 
Arg Ser Leu He Ser Arg Arg Gin Thr Asp Val Leu Leu Glu Ala Thr 
45 50 55 

ctt ttg aca aca cca gcc ccc gag cag aga ttg ttc tgc ttc tgg aag 
Leu Leu Thr Thr Pro Ala Pro Glu Gin Arg Leu Phe Cys Phe Trp Lys 
60 65 70 75 

tea tgt acg tgg agg ccc tac cct tgg aga cga cgt gat ctt aat gga 
Ser Cys Thr Trp Arg Pro Tyr Pro Trp Arg Arg Arg Asp Leu Asn Gly 

80 85 90 



101 



149 



197 



245 



293 



aaa cga tgaatgaege cagacaaccg ccacaactgt agtacgacat cgttaatacg 



349 



50 



Lys Arg 



acttcagcaa acattttaac ataactgtgg ttgtgaagaa atcagttgct ttaaaagatt 409 

ggatttttcc ttgtttcaga gttgtactga tatgagctct gcaccatgaa ataaagctga 4 69 

agtgacgaac aaaaaaaaaa aaaaaaaaaa agtactctgc gttgttactc gagcttaagg 529 

gcgaattc 537 

<210> 116 
<211> 93 
<212> PRT 

<213> Conus geographus 
<400> 116 

Met Gin Thr Ala Tyr Trp Val Met Leu Met Met Met Val Cys lie Thr 
15 10 15 

Ala Pro Leu Pro Glu Gly Gly Lys Pro Asn Ser Gly lie Arg Gly Leu 

20 ~ * 25 30 

Val Pro Asn Asp Leu Thr Pro Gin His Thr Leu Arg Ser Leu lie Ser 
35 " 40 45 

Arg Arg Gin Thr Asp Val Leu Leu Glu Ala Thr Leu Leu Thr Thr Pro 
50 55 60 

Ala Pro Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Thr Trp Arg 
65 70 75 80 

Pro Tyr Pro Trp Arg Arg Arg Asp Leu Asn Gly Lys Arg 

8 5 90 

<210> 117 
<211> 40 
<212> PRT 

<213> Conus geographus 
<220> 

<221> PEPTIDE 
<222> (1) . . (40) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residues 7 and 17 may 
be Glu or Gla; Xaa at residues 14, 16, 31 and 33 may be Pro or h 
ydroxy-Pro; Xaa at residues 24, 29 and 34 may be Trp (D or L) or 
bromo-Trp (D or L) 

<220> 

<221> PEPTIDE 
<222> (1) . . (40) 

<223> Xaa at residue 32 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-iodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 

<400> 117 

Xaa Thr Asp Val Leu Leu Xaa Ala Thr Leu Leu Thr Thr Xaa Ala Xaa 
1 " 5 10 15 

Xaa Gin Arg Leu Phe Cys Phe Xaa Lys Ser Cys Thr Xaa Arg Xaa Xaa 

20 25 30 



Xaa Xaa Arg Arg Arg Asp Leu Asn 
35 40 



51 



<210> 118 

<211> 457 

<212> DNA 

<213> Conus gladiator 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 118 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg gtt aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp Val Thr 
15 10 15 

gtc cct cga tct gaa ggt ggc acg tgg aac tac tta att egg ggt ttg 
Val Pro Arg Ser Glu Gly Gly Thr Trp Asn Tyr Leu lie Arg Gly Leu 

20 25 30 

gtg cca gac gac eta acc cca cag ctt acc ttg cat cgt ctg gtt acc 
Val Pro Asp Asp Leu Thr Pro Gin Leu Thr Leu His Arg Leu Val Thr 
35 40 45 

cgt cgt cat cct gcc aac gtt aga cag cag ggg aaa ata tgt gta tgg 
Arg Arg His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp 
50 55 60 

aag gtg tgt cca cca tgg cca gta aga tea cct ggt cca cag cca aaa 
Lys Val Cys Pro Pro Trp Pro Val Arg Ser Pro Gly Pro Gin Pro Lys 
65 70 75 80 

aac aaa tgaegtcaga caaccgccac aactttagta egacategtt gatacaactt 
Asn Lys 

cagcaagtat tttaacatca ctgtggctct gaagaaatca gttgctttaa aagattggat 
ttttccttgt tttagagttt tactgatatc agctctgcac tatgaaataa agatgtgacg 
aaaaaaaaaa aaaaaaaaag tactctgegt tgttactcga g 

<210> 119 
<211> 82 
<212> PRT 

<213> Conus gladiator 
<400> 119 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp Val Thr 
15 10 15 

Val Pro Arg Ser Glu Gly Gly Thr Trp Asn Tyr Leu lie Arg Gly Leu 

20 ' 25 30 

Val Pro Asp Asp Leu Thr Pro Gin Leu Thr Leu His Arg Leu Val Thr 
35 40 45 

Arg Arg His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp 
50 55 60 

Lys Val Cys Pro Pro Trp Pro Val Arg Ser Pro Gly Pro Gin Pro Lys 
65 ' 70 75 80 

Asn Lys 



<210> 120 



52 



<211> 32 
<212> PRT 

<213> Conus gladiator 
<220> 

<221> PEPTIDE 
<222> (1) . . (32) 

<223> Xaa at residues 3, 18, 19, 21, 25, 27 and 29 may be Pro or hydrox 
y-Pro; Xaa at residues 14 and 20 may be Trp (D or L) or bromo-Trp 
(D or L) 

<400> 120 

His Xaa Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Xaa Lys Val 
15 10 15 

Cys Xaa Xaa Xaa Xaa Val Arg Ser Xaa Gly Xaa Gin Xaa Lys Asn Lys 

2 0 25 30 

<210> 121 
<211> 459 
<212> DNA 

<213> Conus gladiator 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 121 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg gtt aca 4 8 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp Val Thr 
15 10 15 

gtc cct cga tct gaa ggt ggc acg tgg aac tac tta att egg ggt ttg 96 
Val Pro Arg Ser Glu Gly Gly Thr Trp Asn Tyr Leu lie Arg Gly Leu 

20 25 30 

gtg cca gac gac eta acc cca cag ctt acc ttg cat cgt ctg gtt acc 144 
Val Pro Asp Asp Leu Thr Pro Gin Leu Thr Leu His Arg Leu Val Thr 
35 ~ 40 45 

cgt cgt cat cct gcc aac gtt aga cag cag ggg aaa ata tgt gta tgg 192 
Arg Arg His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp 
50 55 60 

aag gtg tgt cca cca teg cca gta aga tea cct ggt cca ctg cca aaa 240 
Lys Val Cys Pro Pro Ser Pro Val Arg Ser Pro Gly Pro Leu Pro Lys 
65 ~ 70 75 80 

aac aaa tgaegtcaga caaccgccac aactttagta egacategtt gatacaactt 296 
Asn Lys 



cagcaagtat tttaacatca ctgtggctct gaagaaatca gttgctttaa aagattggat 356 

ttttccttgt tttagagttt tactgatatc agctctgcac tatgaaataa agatgtgacg 416 

gacaaaaaaa aaaaaaaaaa agtactctgc gttgttactc gag 459 

<210> 122 

<211> 82 

<212> PRT 

<213> Conus gladiator 



<400> 122 



53 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp Val Thr 
15 10 15 

Val Pro Arg Ser Glu Gly Gly Thr Trp Asn Tyr Leu lie Arg Gly Leu 

20 25 30 

Val Pro Asp Asp Leu Thr Pro Gin Leu Thr Leu His Arg Leu Val Thr 
35 " 40 45 

Arg Arg His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp 
50 55 60 

Lys Val Cys Pro Pro Ser Pro Val Arg Ser Pro Gly Pro Leu Pro Lys 
65 70 75 80 

Asn Lys 

<210> 123 

<211> 32 

<212> PRT 

<213> Conus gladiator 
<220> 

<221> PEPTIDE 

<222> (1) . . (32) 

<223> Xaa at residues 2, 18, 19, 21, 25, 27 and 29 may be Pro or hydrox 
y-Pro; Xaa at residue 14 may be Trp (D or L) or bromo-Trp (D or L 

) 

<400> 123 

His Xaa Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Xaa Lys Val 
15 10 15 

Cys Xaa Xaa Ser Xaa Val Arg Ser Xaa Gly Xaa Leu Xaa Lys Asn Lys 

20 25 30 

<210> 124 
<211> 499 
<212> DNA 

<213> Conus litoglyphus 
<220> 

<221> CDS 

<222> (21) . . (254) 

<400> 124 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt gat aaa ttg aac gac 101 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca gat aac tta gcc cca cag ctt gtt ttg 149 
Val lie Arg Gly Leu Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu 
30 35 40 

caa agt ctg gat tec cgt cgt cat cct cac ggc att cgt cag gat gga 197 
Gin Ser Leu Asp Ser Arg Arg His Pro His Gly lie Arg Gin Asp Gly 
4 5 50 55 



gcc caa ata tgt ate tgg aag ata tgt cca cca tec cca tgg aga cga 245 
Ala Gin lie Cys lie Trp Lys lie Cys Pro Pro Ser Pro Trp Arg Arg 



54 



60 65 70 75 

ctt gga tct taagaaaaga aacaattgac gtcagacaac cgccacatct 
Leu Gly Ser 



tgagtacgac atcgttaata cgacttcagc aaatatgaaa ttttcagcat cactgtggtt 

gtgaagaaat cagttgcttt aaaagattgg atttgtcctt gtttaagagt tgtactgatg 

tcatctctgc actatgaaat aaagctgatg tgaaaaaaaa aaaaaaaagt actctgcgtt 

gttactcgag cttaagggcg aattc 

<210> 125 

<211> 78 

<212> PRT 

<213> Conus litoglyphus 

<400> 125 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
1 5 10 15 

Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

Arg Arg His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie 
50 55 60 

Trp Lys lie Cys Pro Pro Ser Pro Trp Arg Arg Leu Gly Ser 
65 70 75 

<210> 126 

<211> 28 

<212> PRT 

<213> Conus litoglyphus 
<220> 

<221> PEPTIDE 

<222> (1) . . (28) 

<223> Xaa at residues 2, 19, 20 and 22 may be Pro or hydroxy-Pro; 

t residues 15 and 23 may be Trp (D or L) or bromo-Trp (D or 

<400> 126 

His Xaa His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie Xaa Lys 
15 10 15 

He Cys Xaa Xaa Ser Xaa Xaa Arg Arg Leu Gly Ser 

20 25 



<210> 


127 




<211> 


507 




<212> 


DNA 




<213> 


Conus 


litoglyphus 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (254) 



<400> 127 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 



55 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met 

15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt gat aaa ttg aac gac 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca gat aac tta gcc cca cag ctt gtt ttg 
Val lie Arg Gly Leu Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu 
30 " 35 40 

caa agt ctg gat tec cgt cgt cat cct cac ggc att cgt cag gat gga 
Gin Ser Leu Asp Ser Arg Arg His Pro His Gly lie Arg Gin Asp Gly 
45 50 55 

gcc caa ata tgt ate tgg aag ata tgt cca cca tec cca tgg aaa cga 
Ala Gin lie Cys lie Trp Lys lie Cys Pro Pro Ser Pro Trp Lys Arg 
60 65 " 70 75 

ctt gga tct taagaaaaga aacaattgac gtcagacaac cgccacaact 
Leu Gly Ser 

tgagtacgac ategttaata caacttcagc aaatatgaaa ttttcagcat cactgtggtt 

gtgaagaaat cagttgcttt aaaggattgg atttgtcctt gtttaagagt tgtactgatg 

tcatctctgc actatgaaat aaagctgatg tgacaagcaa aaaaaaaaaa aaaaaagtac 

tctgcgttgt tactcgagct taagggcgaa ttc 

<210> 128 
<211> 78 
<212> PRT 

<213> Conus litoglyphus 
<400> 128 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

Arg Arg His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie 

60 



75 



50 


55 


Trp Lys 


lie Cys Pro Pro Ser Pro Trp Lys 


65 


70 


<210> 


129 


<211> 


28 * 


<212> 


PRT 


<213> 


Conus litoglyphus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (28) 


<223> 


Xaa at residues 2, 19, 20 and 22 




t residues 15 and 23 may be Trp 


<400> 


129 



56 



His Xaa His Gly He Arg Gin Asp Gly Ala Gin He Cys He Xaa Lys 
15 10 15 

He Cys Xaa Xaa Ser Xaa Xaa Lys Arg Leu Gly Ser 

20 25 

<210> 130 
<211> 507 
<212> DNA 

<213> Conus litteratus 
<220> 

<221> CDS 

<222> (21) . . (299) 

<400> 130 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 

15 10 

atg gtg ggg att aca gcc cct ctg tct gaa ggt cgt aaa ttg aac gac 
Met Val Gly He Thr Ala Pro Leu Ser Glu Gly Arg Lys Leu Asn Asp 

15 20 25 

gca att egg ggt ttg gtg cca gat gac tta acc cca cag ctt ttg cga 
Ala lie Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu Leu Arg 
30~ 35 4 0 

agt ccg gtt teg act cct tat cct gag ttt cat ctt gat gaa cct tat 
Ser Pro Val Ser Thr Pro Tyr Pro Glu Phe His Leu Asp Glu Pro Tyr 
45 50 ' 55 

ctg aag ata ccc gta tgt ate tgg aag ata tgt cca cca aac eta ttg 
Leu Lys He Pro Val Cys He Trp Lys He Cys Pro Pro Asn Leu Leu 
60 1 65 ' 70 75 

aga cga cgt gat ctt aag aaa aga aac aaa gta cgt cag aca acc gcc 
Arg Arg Arg Asp Leu Lys Lys Arg Asn Lys Val Arg Gin Thr Thr Ala 

80 " 85 90 

aca act tgagtacgac ategttcata caacttgagc aaatatttca gcatcactat 
Thr Thr 



ggttgtgaag aaatcagttg ctttaaaaga ttggatcttt ccttgtttaa gagttgtatt 

gatgtcagct ctgcactctg aaataaagct gatgtgacaa acaaaaaaaa aaaaaaaaaa 

agtactctgc gttgttactc gagcttaagg gegaatte 

<210> 131 
<211> 93 
<212> PRT 

<213> Conus litteratus 
<400> 131 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Gly He Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Arg Lys Leu Asn Asp Ala He Arg Gly Leu 

20 25 30" 



Val Pro Asp Asp Leu Thr Pro Gin Leu Leu Arg Ser Pro Val Ser Thr 
35 40 45 



57 



Pro Tyr Pro Glu Phe His Leu Asp Glu Pro Tyr Leu Lys lie Pro Val 
50 55 60 

Cys lie Trp Lys lie Cys Pro Pro Asn Leu Leu Arg Arg Arg Asp Leu 
65 70 75 80 

Lys Lys Arg Asn Lys Val Arg Gin Thr Thr Ala Thr Thr 

85 90 

<210> 132 
<211> 50 
<212> PRT 

<213> Conus litteratus 
<220> 

<221> PEPTIDE 
<222> (1) . . (50) 

<223> Xaa at residues 2, 6, 8, 15, 20, 28 and 29 may be Pro or hydroxy- 
Pro; Xaa at residues 7 and 16 may be Tyr, 1251-Tyr, mono-iodo-Tyr 
, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr; Xaa at residues 9 a 
nd 14 may be Glu or Gla 

<220> 

<221> PEPTIDE 
<222> (1) . . (50) 

<223> Xaa at residue 24 may be Trp (D or L) or bromo-Trp' (D or L) 

<400> 132 

Ser Xaa Val Ser Thr Xaa Xaa Xaa Xaa Phe His Leu Asp Xaa Xaa Xaa 
15 10 15 

Leu Lys lie Xaa Val Cys lie Xaa Lys lie Cys Xaa Xaa Asn Leu Leu 

- 20 25 30 

Arg Arg Arg Asp Leu Lys Lys Arg Asn Lys Val Arg Gin Thr Thr Ala 
35 40 ^ 45 

Thr Thr 
50 



<210> 


133 




<211> 


508 




<212> 


DNA 




<213> 


Conus 


litteratus 


<220> 






<221> 


CDS 




<222> 


(21) . . 


(275) 


<400> 


133 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg ggg att aca gcc cct ctg tct gaa ggt cgt aaa ttg aac gac 101 
Met Val Gly lie Thr Ala Pro Leu Ser Glu Gly Arg Lys Leu Asn Asp 

15 20 25 

gca att egg ggt ttg gtg cca aat gac tta acc cca cag ctt ttg caa 14 9 

Ala lie Arg Gly Leu Val Pro Asn Asp Leu Thr Pro Gin Leu Leu Gin 
30 35 40 



agt ctg gtt tec cgt cgt cat cgt gtg ttt cat ctt gac aac act tat 



197 



58 



Ser Leu Val Ser Arg Arg His Arg Val Phe His Leu Asp Asn Thr Tyr 
45 50 55 

etc aag ata ccc ata tgt gec tgg aag gta tgt cca cca acc cca tgg 245 
Leu Lys lie Pro lie Cys Ala Trp Lys Val Cys Pro Pro Thr Pro Trp 
60 65 70 75 

aga cga cgt gat ctt aag aaa aga aac aaa tgaegtcaga caaccgccac 2 95 

Arg Arg Arg Asp Leu Lys Lys Arg Asn Lys 

80 85 

aacttgagta cgacattgtt aatgegaett gagcaaattt ttcagcatca ctatggttgt 355 
aaagaaatca getgetttaa acgattggat ctttccttat ttaagagttg tattgatgtc 415 

agctctgcac tctgaaataa agctgatgtg acaaacaaaa aaaaaaaaaa aaaaaagtac 475 

tctgcgttgt tactcgagct taagggcgaa ttc 508 

<210> 134 
<211> 85 
<212> PRT 

<213> Conus litteratus 
<400> 134 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Gly lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Arg Lys Leu Asn Asp Ala lie Arg Gly Leu 

20 25 30 

Val Pro Asn Asp Leu Thr Pro Gin Leu Leu Gin Ser Leu Val Ser Arg 
35 4 0 45 

Arg His Arg Val Phe His Leu Asp Asn Thr Tyr Leu Lys lie Pro lie 
50 55 ^ 60 

Cys Ala Trp Lys Val Cys Pro Pro Thr Pro Trp Arg Arg Arg Asp Leu 
65 70 75 ~ 80 

Lys Lys Arg Asn Lys 

85 

<210> 135 
<211> 36 
<212> PRT 

<213> Conus litteratus 
<220> 

<221> PEPTIDE 
<222> (1) . . (36) 

<223> Xaa at residue 10 may be Tyr, 1251-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at residues 14, 22, 23 and 
25 may be Pro or hydroxy-Pro; Xaa at residues 18 and 26 may be Tr 
p (D or L) or bromo-Trp (D or L) 

<400> 135 

His Arg Val Phe His Leu Asp Asn Thr Xaa Leu Lys lie Xaa lie Cys 
15 10 15 

Ala Xaa Lys Val Cys Xaa Xaa Thr Xaa Xaa Arg Arg Arg Asp Leu Lys 

20 25 30 



Lys Arg Asn Lys 
35 



59 



tost***' 
5.J » 



.1* 
,, — j ^ 

Lji 



<210> 


136 




<211> 


498 




<212> 


DNA 




^■s X >_? 




-t ■ « • 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (236) 


<220> 






<221> 


misc 


feature 


<222> 


(1) • • 


(498) 


<223> 


n may 


be any base 


<400> 


136 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aaa ggc cct gtg tct gaa ggt ggt aaa ttg aac gac 101 
Met Val Trp lie Lys Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca gac gac tta acc cca cag ctt ate ttg 14 9 

Val lie Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu lie Leu 
30 35 40 

caa agt ctg atg tec cgt cgt cgt tct gac age gat gtt egg gag gtg 197 
Gin Ser Leu Met Ser Arg Arg Arg Ser Asp Ser Asp Val Arg Glu Val 
4 5 50 55 

tac ata tta tgc ate tgg aag ata tgt cca cca ttg cca tgaagacgac 24 6 

Tyr lie Leu Cys lie Trp Lys lie Cys Pro Pro Leu Pro 
60 ~ 65 - 70 



"J 

** 


atgatcttaa 


ggaaaaggat 


aaacgacgtc 


agacaaccgc 


tacaactgta 


gtacgacatc 


306 


s? 

5? 


gttaatacga 


cttcagcaaa 


tatttgaaca 


tcactgtggt 


tgtgaagaaa 


teagttgett 


366 




taaacgattg 


gatttttcct 


taagagttgc 


actgatatca 


gctctgcact 


atgaaataaa 


426 




gctgatgtga 


ctaccaaaaa 


aaaaaaaaaa 


aaaaagtact 


ntgcgttgtt 


actcgagctt 


486 




aagggcgaat 


tc 










498 



<210> 137 

<211> 72 

<212> PRT 

<213> Conus loroisii 

<400> 137 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Lys 
1 5 10 15 

Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 " 30 

Val Pro Asp Asp Leu Thr Pro Gin Leu lie Leu Gin Ser Leu Met Ser 
35 40 45 

Arg Arg Arg Ser Asp Ser Asp Val Arg Glu Val Tyr lie Leu Cys lie 
50 55 60 



Trp Lys lie Cys Pro Pro Leu Pro 



60 



65 70 

<210> 138 
<211> 22 
<212> PRT 

<213> Conus loroisii 
<220> 

<221> PEPTIDE 
<222> (1) . . (22) 

<223> Xaa at residue 8 may be Glu or Gla; Xaa at residue 10 may be Tyr, 
1251-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O-sulpho-Tyr or 0-phospho- 
Tyr; Xaa at residue 15 may be Trp (D or L) or bromo-Trp (D or L) ; 
Xaa at residues 19, 20 and 22 may be Pro or hydroxy-Pro 

<400> 138 

Arg Ser Asp Ser Asp Val Arg Xaa Val Xaa lie Leu Cys lie Xaa Lys 
1 5 10 15 

lie Cys Xaa Xaa Leu Xaa 

20 



<210> 


139 




<211> 


495 




<212> 


DNA 




<213> 


Conus 


magus 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (242) 


<400> 


139 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 

15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac 101 

Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca cac tec tta acc cca cag cat ate ttg 14 9 

Val lie Arg Gly Leu Val Pro His Ser Leu Thr Pro Gin His lie Leu 

30 35 40 

caa agt ctg act tec cgt aat ggt tct ggc age age aat cag aaa gaa 197 

Gin Ser Leu Thr Ser Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu 
45 50 55 

gca caa eta tgc ate tgg aag gta tgt cca cca tec cca tgg aga 242 

Ala Gin Leu Cys lie Trp Lys Val Cys Pro Pro Ser Pro Trp Arg 



60 


65 


70 








tgaccacaag 


gaaaaagatg 


aaeggegtea 


gacaaccgcc 


acaactgtag 


tgggacatcg 


302 


ttgatacgac 


ttcaacaaat 


attttaacat 


cactgtggtt 


gtaaagaaat 


cagttgcttt 


362 


aaaagattgg 


atttttcctt 


gtttaagagt 


tgtactgata 


tcagctctgc 


actatgaaat 


422 


aaagctgatg 


tgacaaacaa 


aaaaaaaaaa 


aaaaaagtac 


tctgcgttgt 


tactcgagct 


482 


taagggcgaa 


ttc 










495 



<210> 140 
<211> 74 
<212> PRT 



61 



<213> Conus magus 
<400> 140 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 ~ ~ 25 30 

Val Pro His Ser Leu Thr Pro Gin His lie Leu Gin Ser Leu Thr Ser 
35 40 45 

Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie 
50 " 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Arg 
65 7 0 

<210> 141 

<211> 25 

<212> PRT 

<213> Conus magus 

<220> 

<221> PEPTIDE 
<222> (1) . . (25) 

<223> Xaa at residue 10 may be Glu or Gla; Xaa at residues 16 and 2 
y be Trp (D or L) or bromo-Trp (D or L) ; Xaa at residues 20, 
nd 23 may be Pro or hydroxy-Pro 

<400> 141 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Xaa Ala Gin Leu Cys lie Xaa 
1^5 10 15 

Lys Val Cys Xaa Xaa Ser Xaa Xaa Arg 

20 25 



<210> 


142 




<211> 


587 




<212> 


DNA 




<213> 


Conus 


miles 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (347) 


<220> 






<221> 


misc 


feature 


<222> 


(1) • • 


(587) 


<223> 


n may 


be any 


<400> 


142 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg atg atg gtg 

Met Gin Thr Ala Tyr Trp Val Met Met Met Val 
15 10 

gtg atg atg gtg ggg gtt act gtc get ggc tec ctg cct gtg ttt gat 
Val Met Met Val Gly Val Thr Val Ala Gly Ser Leu Pro Val Phe Asp 

15 20 25 

gac gac aac gac tct gac ccc get gtc aag cgc get ate acg tgg tec 
Asp Asp Asn Asp Ser Asp Pro Ala Val Lys Arg Ala lie Thr Trp Ser 
30 ~ 35 40 



62 



cgc ate ctg ggc gtg tct cca gec ttc ctg gca cag cag cga gcg ctg 
Arg lie Leu Gly Val Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala Leu 
45 50 55 

gtt ccc ttc gec aac cga ttc ate agt gag cag aaa cgt ttc cga ccc 
Val Pro Phe Ala Asn Arg Phe lie Ser Glu Gin Lys Arg Phe Arg Pro 
60 65 70 75 

gec atg cag age cga tea gga gga atg teg ctg tgc eta tgg aaa gtg 
Ala Met Gin Ser Arg Ser Gly Gly Met Ser Leu Cys Leu Trp Lys Val 

80 85 90 

tgt cct gca gee ccc tgg ctg gtc gec aaa cgt aaa cag gaa acc age 
Cys Pro Ala Ala Pro Trp Leu Val Ala Lys Arg Lys Gin Glu Thr Ser 

95 100 105 

gac tac tgaegtcata cctctaaaga cccactcatg acgtcaacgc tgaactgacg 
Asp Tyr 



tcaccgacag ctccaacgtc acagcaggag cgagagagag gctggagcat ttctctttct 
tttggttttt cgagttgaag tgtgatcagc tgggctggtg aaaaaattgt tgagtaaagt 
tgaatgaaaa tcaaaaaaaa aaaaaaaaaa agtactctgc gttggtactc gaggcttaaa 
ggegnaatte 

<210> 143 

<211> 109 

<212> PRT 

<213> Conus miles 

<400> 143 

Met Gin Thr Ala Tyr Trp Val Met Met Met Val Val Met Met Val Gly 
1 5 10 15 

Val Thr Val Ala Gly Ser Leu Pro Val Phe Asp Asp Asp Asn Asp Ser 

20 ' 25 30 

Asp Pro Ala Val Lys Arg Ala lie Thr Trp Ser Arg lie Leu Gly Val 
35 40 45 

Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala Leu Val Pro Phe Ala Asn 
50 55 60 

Arg Phe lie Ser Glu Gin Lys Arg Phe Arg Pro Ala Met Gin Ser Arg 
65 70 75 80 

Ser Gly Gly Met Ser Leu Cys Leu Trp Lys Val Cys Pro Ala Ala Pro 

85 90 95 

Trp Leu Val Ala Lys Arg Lys Gin Glu Thr Ser Asp Tyr 

100 " 105 

144 
37 
PRT 

Conus miles 



PEPTIDE 
(1) . . (37) 

Xaa at residues 3, 21 and 24 may be Pro or hydroxy-Pro; Xaa 



63 



sidues 17 and 25 may be Trp (D or L) or bromo-Trp (D or L) 
t residue 33 may be Glu or Gla; 

<220> 

<221> PEPTIDE 
<222> (1) . . (37) 

<223> Xaa at residue 37 may be Tyr, 1251-Tyr, mono-iodo-Tyr , di- 
r, O-sulpho-Tyr or O-phospho-Tyr 

<400> 144 

Phe Arg Xaa Ala Met Gin Ser Arg Ser Gly Gly Met Ser Leu Cys Leu 
15 10 15 

Xaa Lys Val Cys Xaa Ala Ala Xaa Xaa Leu Val Ala Lys Arg Lys Gin 

20 25 30 

Xaa Thr Ser Asp Xaa 





35 




<210> 
<211> 
<212> 
<213> 


145 
499 
DNA 
Conus 


miles 


<220> 
<221> 
<222> 


CDS 
(21) . 


. (401) 


<400> 


145 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg gtg ggt tea ccg teg gga gtc acg tec ate ggt etc aca gtc 
Met Val Val Gly Ser Pro Ser Gly Val Thr Ser He Gly Leu Thr Val 

15 20 25 

eta cgt cgc gca acc atg gtg atg act cca ttc atg aca aga cga ttc 
Leu Arg Arg Ala Thr Met Val Met Thr Pro Phe Met Thr Arg Arg Phe 
30 35 40 

ate aac ate tgt ttg ccc gtc ttc etc tgg aga aca acg acg acc ate 
He Asn He Cys Leu Pro Val Phe Leu Trp Arg Thr Thr Thr Thr He 
4 5 ~ 50 55 

gtt ctg tgg ate ttc ctg cag tgt atg cgc egg gcc agg cac gtg tgc 
Val Leu Trp He Phe Leu Gin Cys Met Arg Arg Ala Arg His Val Cys 
60 65 70 75 

gtt eta ctt ttg ttc ttg acc tea ttg cag ata ggg gtt ggt gca gac 
Val Leu Leu Leu Phe Leu Thr Ser Leu Gin He Gly Val Gly Ala Asp 

80 85 90 

gac atg aaa eta cag cgc caa aga cgt caa ggt ttc tgt tgc gtc gtt 
Asp Met Lys Leu Gin Arg Gin Arg Arg Gin Gly Phe Cys Cys Val Val 

95 100 105 

ate ccg att ctt tgg ttc tgt tgt ggg ggt tac cgc aca aat ggc act 
He Pro He Leu Trp Phe Cys Cys Gly Gly Tyr Arg Thr Asn Gly Thr 
110 115 120 

gca ctg gcc gat tgaaagaact gcaataaacg gaatggcaag aaggaataaa 
Ala Leu Ala Asp 
125 



64 



aaaaaaaaaa aaaaaaaaaa agtactctgc gttgttactc gagcttaagg gcgaattc 4 99 

<210> 146 

<211> 127 

<212> PRT 

<213> Conus miles 

<400> 146 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val Gly Ser 
1 5 ~ 10 15 

Pro Ser Gly Val Thr Ser lie Gly Leu Thr Val Leu Arg Arg Ala Thr 

20 25 30 

Met Val Met Thr Pro Phe Met Thr Arg Arg Phe lie Asn lie Cys Leu 
35 40 45 

Pro Val Phe Leu Trp Arg Thr Thr Thr Thr lie Val Leu Trp lie Phe 
50 55 60 

Leu Gin Cys Met Arg Arg Ala Arg His Val Cys Val Leu Leu Leu Phe 
65 70 75 80 

Leu Thr Ser Leu Gin lie Gly Val Gly Ala Asp Asp Met Lys Leu Gin 

85 90 95 

Arg Gin Arg Arg Gin Gly Phe Cys Cys Val Val lie Pro lie Leu Trp 

100 105 110 

Phe Cys Cys Gly Gly Tyr Arg Thr Asn Gly Thr Ala Leu Ala Asp 
115 120 125 

<210> 147 

<211> 27 

<212> PRT 

<213> Conus miles 

<220> 

<221> PEPTIDE 
<222> (1) . . (27) 

<223> Xaa at residue 1 is Gin or pyro-Glu; Xaa at residue 9 may be Pro 
or hydroxy-Pro; Xaa at residue 12 may be Trp (D or L) or bromo-Tr 
p(D or L) ; Xaa at residue 18 may be Tyr, 1251-Tyr, mono-iodo-Tyr, 
di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr 

<400> 147 

Xaa Gly Phe Cys Cys Val Val lie Xaa lie Leu Xaa Phe Cys Cys Gly 
1 ~ ~ 5 10 15 

Gly Xaa Arg Thr Asn Gly Thr Ala Leu Ala Asp 

20 25 



<210> 


148 




<211> 


450 




<212> 


DNA 




<213> 


Conus 


muriculatus 


<220> 






<221> 


CDS 




<222> 


(1) • • 


(237) 



<400> 148 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 48 



65 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
1 5 10 15 

gcc cct ttg tct gaa ggt ggt aaa ctg aac gat gta att egg ggt ttc 96 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Phe 

20 ~ 25 30 



gcg eta gat gac tta gcc caa age cgt att atg caa agt ctg gtt ttc 
Ala Leu Asp Asp Leu Ala Gin Ser Arg lie Met Gin Ser Leu Val Phe 
35 40 45 



144 



agt cat cag cct ctt cca acg gca tec ata tgt ate tgg aag ata tgt 192 
Ser His Gin Pro Leu Pro Thr Ala Ser lie Cys lie Trp Lys lie Cys 
50 55 60 

cca cca gac cca tgg aga cga cat gat ctt cag aaa agt aac aaa 237 
Pro Pro Asp Pro Trp Arg Arg His Asp Leu Gin Lys Ser Asn Lys 
65 70 75 

tgaegtcaga caaccgccac aacttgaata caacatcatt aatacgactt cagcaaatat 2 97 

tttaacatca ctgtgattgt teggaagtea gttgctttaa aggattggat ttgtccctgt 357 

tgtattgatg tcaactctgc actatgaaat aaagctgatg tgacaaacaa gaaaaaaaaa 417 

aaaaaaaaaa agtactctgc gttgttactc gag 450 



<210> 149 

<211> 79 

<212> PRT 

<213> Conus 



muriculatus 



<400> 149 

Met Gin Thr Ala 

1 

Ala Pro Leu Ser 

20 

Ala Leu Asp Asp 
35 

Ser His Gin Pro 
50 

Pro Pro Asp Pro 
65 



Tyr Trp Val Met 

5 

Glu Gly Gly Lys 



Leu Ala Gin Ser 

40 

Leu Pro Thr Ala 
55 

Trp Arg Arg His 
70 



Val Met Met Met 
10 

Leu Asn Asp Val 
25 

Arg lie Met Gin 



Ser lie Cys lie 

60 



Asp Leu Gin Lys 
7 5 



Val Trp lie Thr 
15 

lie Arg Gly Phe 
30 

Ser Leu Val Phe 
45 

Trp Lys lie Cys 



Ser Asn Lys 



<210> 150 

<211> 38 

<212> PRT 

<213> Conus muriculatus 
<220> 

<221> PEPTIDE 

<222> (1) . . (38) 

<223> Xaa at residues 11, 13, 24, 25 and 27 may be Pro or hydroxy-Pro; 
Xaa at residue 20 and 28 may be Trp or bromo-Trp 



<400> 150 

lie Met Gin Ser 

1 

lie Cys lie Xaa 

20 



Leu Val Phe Ser 
5 

Lys lie Cys Xaa 



His Gin Xaa Leu 
10 

Xaa Asp Xaa Xaa 
25 



Xaa Thr Ala Ser 
15 

Arg Arg His Asp 
30 



66 



3 S 



CO 



sets? 



ru 



t s 3 



Leu Gin Lys Ser Asn Lys 
35 

<210> 151 
<211> 437 
<212> DNA 
<213> Conus musicus 

<220> 

<221> CDS 

<222> (1)..(240) 

<400> 151 

atg cag acg gcc tac tgg gtg atg atg atg acg atg atg gtg tgg atg 
Met Gin Thr Ala Tyr Trp Val Met Met Met Thr Met Met Val Trp Met 
15 10 15 

aca gcc cct ctg tct gaa ggt cgt cca ctg age gac gaa gtt egg ggt 
Thr Ala Pro Leu Ser Glu Gly Arg Pro Leu Ser Asp Glu Val Arg Gly 

20 25 30 



atg gtg cca ggc gac ttg gtc eta cag tat ctg ttc cca agt ctg get 
^ Met Val Pro Gly Asp Leu Val Leu Gin Tyr Leu Phe Pro Ser Leu Ala 

35 4 0 4 5 



ttc agt cct ccg gac ata tgt acg tgg aag gta tgt cca cca ccc cca 
in Phe Ser Pro Pro Asp He Cys Thr Trp Lys Val Cys Pro Pro Pro Pro 

f.l 50 ~ 55 60 



*L tgg aga cga cca aaa aaa ata aca gac gtc aga cag ccg cca caa ctg 

O Trp Arg Arg Pro Lys Lys He Thr Asp Val Arg Gin Pro Pro Gin Leu 

65 ' 70 7 5 8 0 



tagtacgaca tegttgatae ggcttcagca aatattttca acatcactgc ggttgtgaag 
aaatcagttg ctttaaaatg ttggattttt ccttgtttaa aagagctgta ctgatgtcag 
ccctgcatta cgaaataaag ctgatgtgac aaacaaaaaa aaaaaaaaaa aaaaagtact 



48 



96 



144 



192 



240 



300 
360 
420 



ctgcgttgtt actcgag 437 

<210> 152 
<211> 80 
<212> PRT 

<213> Conus musicus 
<400> 152 

Met Gin Thr Ala Tyr Trp Val Met Met Met Thr Met Met Val Trp Met 
15 10 15 

Thr Ala Pro Leu Ser Glu Gly Arg Pro Leu Ser Asp Glu Val Arg Gly 

20 25 30 

Met Val Pro Gly Asp Leu Val Leu Gin Tyr Leu Phe Pro Ser Leu Ala 
35 4 0 4 5 

Phe Ser Pro Pro Asp He Cys Thr Trp Lys Val Cys Pro Pro Pro Pro 
50 55 60 

Trp Arg Arg Pro Lys Lys He Thr Asp Val Arg Gin Pro Pro Gin Leu 
65 " 70 7 5 8 0 



<210> 153 



67 



<211> 49 
<212> PRT 

<213> Conus musicus 
<220> 

<221> PEPTIDE 
<222> (1) . . (49) 

<223> Xaa at residues 4, 14, 20, 21, 30, 31, 32, 33, 37, 46 and 47 may 
be Pro or hydroxy-Pro; Xaa at residue 11 may be Tyr, 1251-Tyr, mo 
no-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at r 
esidues 26 and 34 may be Trp (D or L) or bromo-Trp (D or L) 

<400> 153 

Gly Met Val Xaa Gly Asp Leu Val Leu Gin Xaa Leu Phe Xaa Ser Leu 
15 10 15 

Ala Phe Ser Xaa Xaa Asp lie Cys Thr Xaa Lys Val Cys Xaa Xaa Xaa 

20 25 30 

Xaa Xaa Arg Arg Xaa Lys Lys lie Thr Asp Val Arg Gin Xaa Xaa Gin 
35 " 40 45 

Leu 

<210> 154 
<211> 436 
<212> DNA 
<213> Conus musicus 

<220> 

<221> CDS 

<222> (1) . . (216) 

<400> 154 

atg cag acg gcc tac tgg gtg atg atg atg atg atg atg gtg tgg atg 48 
Met Gin Thr Ala Tyr Trp Val Met Met Met Met Met Met Val Trp Met 
1 5 10 15 

aca gcc cct ctg tct gaa ggt cgt aaa ctg ate gac aaa gtt egg ggt 9 6 

Thr Ala Pro Leu Ser Glu Gly Arg Lys Leu lie Asp Lys Val Arg Gly 

20 25 30 

atg ggg cca ggc gac tta tec eta cag aaa atg ttc cca agt ctg get 144 
Met Gly Pro Gly Asp Leu Ser Leu Gin Lys Met Phe Pro Ser Leu Ala 
35 ** 4 0 4 5 



tta ggt cct ggg gga gac gta ata tgt agg tgg aag gta tgt cca cca 
Leu Gly Pro Gly Gly Asp Val lie Cys Arg Trp Lys Val Cys Pro Pro 
50 ** 55 60 



192 



acc cca tgg aaa cga eta ata aaa taactgacgt cagacagccg ccacaactgt 24 6 
Thr Pro Trp Lys Arg Leu lie Lys 
65 70 

agtacgacat cgttgatacg acttcagcaa atatttcaac ateactgegg ttgtgaagaa 306 

ateagttget ttaaaagatt ggatttttcc ttgtttaaag agttgtactg atatcagctc 366 

tgeattaega aataaagctg atgtgacaaa caaaaaaaaa aaaaaaaagt actctgegtt 426 

gttactcgag 436 



<210> 155 
<211> 72 



68 



<212> PRT 

<213> Conus musicus 
<400> 155 

Met Gin Thr Ala Tyr Trp Val Met Met Met Met Met Met Val Trp Met 
15 10 15 

Thr Ala Pro Leu Ser Glu Gly Arg Lys Leu lie Asp Lys Val Arg Gly 

20 25 30 

Met Gly Pro Gly Asp Leu Ser Leu Gin Lys Met Phe Pro Ser Leu Ala 
35 40 45 

Leu Gly Pro Gly Gly Asp Val He Cys Arg Trp Lys Val Cys Pro Pro 
50 55 60 

Thr Pro Trp Lys Arg Leu He Lys 
65 70 

<210> 156 

<211> 41 

*1 <212> PRT 

<213> Conus musicus 



"Hi*-.'' 

s m 



<220> 
<221> PEPTIDE 
<222> (1)..(41) 

<223> Xaa at residues 4, 14, 20, 32, 33 and 35 may be Pro or hydroxy-Pr 
o; Xaa at residues 28 and 36 may be Trp (D or L) or bromo-Trp (D 
or L) 



:t 3 
M«s> 



5 Sj, 

.1 ' •+ 

:, « ^ 

sis 



<400> 156 

Gly Met Gly Xaa Gly Asp Leu Ser Leu Gin Lys Met Phe Xaa Ser Leu 
15 10 15 

Ala Leu Gly Xaa Gly Gly Asp Val He Cys Arg Xaa Lys Val Cys Xaa 

20 25 30 

Xaa Thr Xaa Xaa Lys Arg Leu He Lys 



35 










40 


















<210> 157 




























<211> 449 




























<212> DNA 




























<213> Conus 


musicus 
























<220> 




























<221> CDS 




























<222> (1).. 


(243) 
























<400> 157 
atg cag acg 
Met Gin Thr 
1 


gcc 
Ala 


tac 
Tyr 
5 


tgg 
Trp 


gtg 
Val 


atg 
Met 


atg 
Met 


atg 
Met 
10 


atg 
Met 


acg 
Thr 


atg 
Met 


atg 
Met 


gtg 
Val 
15 


tgg 
Trp 


atg aca gcc 
Met Thr Ala 


cct 
Pro 
20 


ctg 
Leu 


tct 
Ser 


gaa 
Glu 


ggt cgt 
Gly Arg 
25 


cca 
Pro 


ctg 
Leu 


age 

Ser 


gac 
Asp 


aaa 
Lys 
30 


gtt 
Val 


egg 
Arg 


ggt atg gtg 
Gly Met Val 
35 


cca 
Pro 


ggc 
Gly 


gac 
Asp 


tta 
Leu 


gcc 
Ala 
40 


ctg 
Leu 


cag 
Gin 


tat 
Tyr 


ctg 
Leu 


ttc 
Phe 
45 


cca 
Pro 


agt 
Ser 


ctg 
Leu 


get ttc aat 


ccc 


ccg 


gac 


ata 


tgt 


acg 


tgg 


aag 


gta 


tgt 


cca 


cca 


ccc 



48 



96 



144 



192 



69 

Ala Phe Asn Pro Pro Asp He Cys Thr Trp Lys Val Cys Pro Pro Pro 
50 55 60 

cca tgg aga cga cca aaa aaa ata act gac gtc gga cag ccg cca caa 24 0 

Pro Trp Arg Arg Pro Lys Lys He Thr Asp Val Gly Gin Pro Pro Gin 
65 70 75 80 

ctg tagtacgaca tcgttgatac gacttcagca aatattttca acatcactgc 293 
Leu 

ggttgtgaag aaatcagttg ttttaaaagg ttggattttt ccttgtttaa aagagctgta 353 

ctgatgtcag ctctgcatta cgaaataaag ctgatgtgac aaacgaaaaa aaaaaaaaaa 413 

aaaaaaaaaa aaaagtactc tgcgttgtta ctcgag 449 

<210> 158 

<211> 81 

<212> PRT 

<213> Conus musicus 



<400> 158 

Met Gin Thr Ala 

1 

Met Thr Ala Pro 

20 

Gly Met Val Pro 
35 

Ala Phe Asn Pro 
50 

Pro Trp Arg Arg 
65 



Tyr Trp Val Met 
5 

Leu Ser Glu Gly 



Gly Asp Leu Ala 

40 

Pro Asp He Cys 
55 

Pro Lys Lys He 
70 



Met Met Met Thr 
10 

Arg Pro Leu Ser 
25 

Leu Gin Tyr Leu 



Thr Trp Lys Val 

60 

Thr Asp Val Gly 
75 



Met Met Val Trp 
15 

Asp Lys Val Arg 
30 

Phe Pro Ser Leu 
45 

Cys Pro Pro Pro 



Gin Pro Pro Gin 

80 



Leu 



<210> 159 

<211> 49 

<212> PRT 

<213> Conus musicus 



<220> 

<221> PEPTIDE 
<222> ( 1 ) . . (49) 

<223> Xaa'at residues 4, 14, 20, 21, 30, 31, 32, 33, 37, 46 and 47 may 
be Pro or hydroxy-Pro; Xaa at residue 11 may be Tyr, 1251-Tyr, mo 
no-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at r 
esidues 26 and 34 may be Trp (D or L) or bromo-Trp (D or L) 



<400> 159 

Gly Met Val Xaa 

1 

Ala Phe Asn Xaa 

20 



Xaa Xaa Arg Arg 
35 



Gly Asp Leu Ala 

5 

Xaa Asp He Cys 



Xaa Lys Lys He 

40 



Leu Gin Xaa Leu 
10 

Thr Xaa Lys Val 
25 

Thr Asp Val Gly 



Phe Xaa Ser Leu 
15 

Cys Xaa Xaa Xaa 
30 

Gin Xaa Xaa Gin 
45 



Leu 



70 



<210> 160 

<211> 436 

<212> DNA 

<213> Conus musicus 



<220> 

<221> CDS 

<222> (1)..(240) 



1! 5 3 



g 3 
■'s i S- 



<400> 160 

atg cag acg gcc tac tgg gtg atg atg atg acg atg atg gtg tgg atg 

Met Gin Thr Ala Tyr Trp Val Met Met Met Thr Met Met Val Trp Met 
15 10 15 

aca gcc cct ctg tct gaa ggt cgt cca ctg age gac aaa gtt egg ggt 
Thr Ala Pro Leu Ser Glu Gly Arg Pro Leu Ser Asp Lys Val Arg Gly 

20 - 25 30 

atg gtg cca ggc gac tta gtc ctg cag tat ctg ttc cca agt ctg get 
Met Val Pro Gly Asp Leu Val Leu Gin Tyr Leu Phe Pro Ser Leu Ala 
35 40 45 

ttc aat cct ccg gac ata tgt acg tgg aag gta tgt cca cca ccc cca 
Phe Asn Pro Pro Asp He Cys Thr Trp Lys Val Cys Pro Pro Pro Pro 
50 . 55 60 

tgg aga cga cca aaa aaa ata act gac gtc aga cag ccg cca caa ctg 
Trp Arq Arg Pro Lys Lys He Thr Asp Val Arg Gin Pro Pro Gin Leu 
65 70 75 80 



48 



96 



144 



192 



240 



300 



tagtacgaca tegttgatae gacttcagca aatattttca acatcactgc ggttgtgaag 

aaatcagttg ttttaaaagg ttggattttt ccttgtttaa aagagctgta ctgatgtcag 360 

etctgeatta cgaaataaag ctgatgtgac aagcaaaaaa aaaaaaaaaa aaaagtactc 420 

tgcgttgtta ctcgag 436 



<210> 161 

<211> 80 

<212> PRT 

<213> Conus musicus 



<400> 161 

Met Gin Thr Ala 

1 

Thr Ala Pro Leu 

20 

Met Val Pro Gly 
35 

Phe Asn Pro Pro 
50 

Trp Arg Arg Pro 
65 



Tyr Trp Val Met 
5 

Ser Glu Gly Arg 



Asp Leu Val Leu 

4 0 

Asp He Cys Thr 
55 

Lys Lys He Thr 
70 



Met Met Thr Met 
10 

Pro Leu Ser Asp 
25 

Gin Tyr Leu Phe 



Trp Lys Val Cys 

60 

Asp Val Arg Gin 
75 



Met Val Trp Met 
15 

Lys Val Arg Gly 
30 

Pro Ser Leu Ala 
45 

Pro Pro Pro Pro 



Pro Pro Gin Leu 

80 



<210> 162 

<211> 49 

<212> PRT 

<213> Conus musicus 



71 



<220> 

<221> PEPTIDE 
<222> (1) . . (49) 

<223> Xaa at residues 4, 14, 20, 21, 30, 31, 32, 33, 37, 46 and 47 may 
be Pro or hydroxy-Pro; Xaa at residue 11 may be Tyr, 1251-Tyr, mo 
no-iodo-Tyr, di-iodo-Tyr, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at r 
esidues 26 and 34 may be Trp (D or L) or bromo-Trp (D or L) 



<400> 162 

Gly Met Val Xaa 

1 

Ala Phe Asn Xaa 

20 



Xaa Xaa Arg Arg 
35 



Gly Asp Leu Val 
5 

Xaa Asp lie Cys 



Xaa Lys Lys lie 

40 



Leu Gin Xaa Leu 
10 

Thr Xaa Lys Val 
25 

Thr Asp Val Arg 



Phe Xaa Ser Leu 
15 

Cys Xaa Xaa Xaa 
30 

Gin Xaa Xaa Gin 
45 





Leu 
















if*?* 


<210> 


163 














H 


<211> 


462 
















<212> 


DNA 














'fft 


<213> 


Conus 


mustelinus 












/Si. 


<220> 
















1 11 


<221> 


CDS 














s . t 


<222> 


(1) • - 


(225) 














<400> 


163 














fi. 1 


atg cag acg 


gcc tac tgg 


gtg 


atg 


gtg 


atg 


atg 


a 


Met Gin Thr 


Ala Tyr Trp 


Val 


Met 


Val 


Met 


Met 


■s svf 


1 




5 








10 




. 


acc cct gtg 


tct gaa tgt 


ggg 


aaa 


ttg 


aac 


aac 




Thr Pro Val 


Ser Glu Cys 


Gly 


Lys 


Leu 


Asn 


Asn 


S 1 .* ^ 






20 






25 







tat aca 4 8 

Tyr Thr 

15 

crcrt ttt 96 



30 



gtg cca aag gac tgg acc cca atg ctt ccc tgg cgt cgt eta gtt tec 144 
Val Pro Lys Asp Trp Thr Pro Met Leu Pro Trp Arg Arg Leu Val Ser 
35 ^ 40 45 



cat acc age age aag tat cca ggt gtg act ttt tgt cca tgg aag gtg 
His Thr Ser Ser Lys Tyr Pro Gly Val Thr Phe Cys Pro Trp Lys Val 
50 J 55 60 



192 



tgt ccg cca gcg cca tgg aga ata ctt ggg gtc taacgcaaaa aaatacatga 245 
Cys Pro Pro Ala Pro Trp Arg lie Leu Gly Val 
65 70 75 

cgtcagacaa ccgccaccgc tttagtacga categttcat acgtctccag caagtatttt 305 

aacatcactg tggttgtgaa gaagtcagta gctttaaaag attggatttt ttccttgttt 365 

aagagttgta ctgacatgag ttctgeacta tgaaataaag ttgatgtgac gaacgaaaaa 425 

aaaaaaaaaa aaaaagtact ctgcgttgtt actcgag 4 62 



<210> 164 

<211> 75 

<212> PRT 

<213> Conus mustelinus 



<400> 164 



72 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Ala Trp Tyr Thr 
15 10 15 

Thr Pro Val Ser Glu Cys Gly Lys Leu Asn Asn Val lie Arg Gly Phe 

20 ^ 25 30 

Val Pro Lys Asp Trp Thr Pro Met Leu Pro Trp Arg Arg Leu Val Ser 
35 40 45 

His Thr Ser Ser Lys Tyr Pro Gly Val Thr Phe Cys Pro Trp Lys Val 
50 55 60 

Cys Pro Pro Ala Pro Trp Arg lie Leu Gly Val 
65 70 75 

<210> 165 
<211> 30 
<212> PRT 

<213> Conus mustelinus 
<220> 

<221> PEPTIDE 
<222> (1) . . (30) 

<223> Xaa at residue 9 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-rodo-Tyr 
, O-sulpho-Tyr or O-phospho-Tyr ; Xaa at residues 10, 16, 21, 22 a 
nd 24 may be Pro or hydroxy-Pro; Xaa at residues 17 and 25 may be 
Trp (D or L) or bromo-Trp (D or L) 

<400> 165 

Leu Val Ser His Thr Ser Ser Lys Xaa Xaa Gly Val Thr Phe Cys Xaa 
15 10 15 

Xaa Lys Val Cys Xaa Xaa Ala Xaa Xaa Arg lie Leu Gly Val 

20 25 30 



<210> 


166 




<211> 


619 




<212> 


DNA 




<213> 


Conus 


nobilis 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (350) 


<400> 


166 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg atg atg gtg 53 

Met Gin Thr Ala Tyr Trp Val Met Met Met Val 
15 10 

gtg gtg atg atg gtg ggg. gtt act gtc get ggc tea ctg tct gtg ttt 101 
Val Val Met Met Val Gly Val Thr Val Ala Gly Ser Leu Ser Val Phe 

15 20 25 

gat gat gac aac gac tct gac cca get gtc aag cgc gcc ate acg tgg 14 9 

Asp Asp Asp Asn Asp Ser Asp Pro Ala Val Lys Arg Ala lie Thr Trp 
30 35 40 

tct cga ttc ctg ggc gcg tct cca gcc ttc ctg gca cag cag cga gcg 197 
Ser Arg Phe Leu Gly Ala Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala 
45 50 55 

ctg get ccc ttc gcc aac cga ccc ate aat gag cag aaa cgt ttc cga 245 
Leu Ala Pro Phe Ala Asn Arg Pro lie Asn Glu Gin Lys Arg Phe Arg 
60 65 70 75 



73 



cct gcc gtg aag age cga tea cga cga gcg ccg ccg tgc gtg tgg aag 293 
Pro Ala Val Lys Ser Arg Ser Arg Arg Ala Pro Pro Cys Val Trp Lys 

80 85 90 

gtg tgt ccc get ccc ccc tgg ctg gtc acc aaa cgt aaa cag gaa acc 341 
Val Cys Pro Ala Pro Pro Trp Leu Val Thr Lys Arg Lys Gin Glu Thr 

95 100 ~ ' 105 

age gac tac tgaegtcata cctcaataga ccgactcatg acttcaacgc 390 
Ser Asp Tyr 
110 



tgaattgacg 


tcaccgagag 


ctccaacgtc 


acagcaggag 


cgagagagag 


agagagagag 


450 


agagaaagag 


agagagaaag 


gctggagtat 


ttctctttct 


tttggttttt 


cgtgttgaag 


510 


tgtgatcagc 


tgggctggtt 


caaaattgtt 


gaataaagtt 


gaatgaaaat 


caaaaaaaaa 


570 


aaaaaaaaaa 


aagtactctg 


cgttgttact 


cgagcttaag 


ggegaatte 




619 



<210> 167 
<211> 110 
<212> PRT 

<213> Conus nobilis 
<400> 167 

Met Gin Thr Ala Tyr Trp Val Met Met Met Val Val Val Met Met Val 
15 10 15 

Gly Val Thr Val Ala Gly Ser Leu Ser Val Phe Asp Asp Asp Asn Asp 

20 ^ 25 30 

Ser Asp Pro Ala Val Lys Arg Ala lie Thr Trp Ser Arg Phe Leu Gly 
35 40 45 

Ala Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala Leu Ala Pro Phe Ala 
50 55 60 

Asn Arg Pro lie Asn Glu Gin Lys Arg Phe Arg Pro Ala Val Lys Ser 
65 ~ 70 75 80 

Arg Ser Arg Arg Ala Pro Pro Cys Val Trp Lys Val Cys Pro Ala Pro 

85 90 95 

Pro Trp Leu Val Thr Lys Arg Lys Gin Glu Thr Ser Asp Tyr 

100 105 110 

<210> 168 
<211> 37 
<212> PRT 

<213> Conus nobilis 
<220> 

<221> PEPTIDE 
<222> (1) . . (37) 

<223> Xaa at residues 3, 13, 14, 21, 23 and 24 may be Pro or hydroxy-Pr 
o; Xaa at residues 17 and 25 may be Trp (D or L) or bromo-Trp (D 
or L) ; Xaa at residue 33 may be Glu or Gla; 

<220> 

<221> PEPTIDE 
<222> (1) . . (37) 

<223> Xaa at residue 37 may be Tyr, 1251-Tyr, mono-iodo-Tyr , di-iodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 



74 



<400> 168 

Phe Arg Xaa Ala Val Lys Ser Arg Ser Arg Arg Ala Xaa Xaa Cys Val 
15 10 15 

Xaa Lys Val Cys Xaa Ala Xaa Xaa Xaa Leu Val Thr Lys Arg Lys Gin 

20 25 * 30 

Xaa Thr Ser Asp Xaa 





35 




<210> 
<211> 
<212> 
<213> 


169 
494 
DNA 
Conus 


nobilis 


<220> 
<221> 
<222> 


CDS 
(21) . 


. (242) 


<400> 


169 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca cac ttc tta acc cca cag cat ate ttg 
Val lie Arg Gly Leu Val Pro His Phe Leu Thr Pro Gin His lie Leu 
30 35 40 

caa agt ctg act tec cgt aat ggt tct ggc age agt aat cag aaa gaa 
Gin Ser Leu Thr Ser Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu 
45 50 55 

gcg caa eta tgc ate tgg aag gta tgt cca cca acc cca tgg aga 
Ala Gin Leu Cys lie Trp Lys Val Cys Pro Pro Thr Pro Trp Arg 
60 ^ 65 70 

tgatcacaag gaaaaagatg aaeggegtea gacaaccgcc acaactgtag tgggacatcg 

ttgatacgac ttcagcaaat attttaacat cactgtggtt gtgaagaaat cagttgtttt 

aaaagattgg atttttcctt gtttaagagt tgtactgata tcagctctgc actatgaaat 

aaagctgatg tgacaagcaa aaaaaaaaaa aaaaagtact ctgcgttgtt actcgagctt 

aagggcgaat tc 

<210> 170 
<211> 74 
<212> PRT 

<213> Conus nobilis 
<400> 170 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Pro His Phe Leu Thr Pro Gin His lie Leu Gin Ser Leu Thr Ser 
35 40 45 



75 



Arg Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie 
50 55 60 

Trp Lys Val Cys Pro Pro Thr Pro Trp Arg 
65 70 

<210> 171 
<211> 25 
<212> PRT 

<213> Conus nobilis 
<220> 

<221> PEPTIDE 
<222> (1)..(25) 

<223> Xaa at residue 10 may be Glu or Gla; Xaa at residues 16 and 24 ma 
y be Trp or bromo-Trp; Xaa at residues 20, 21 and 23 may be Pro o 
r hydroxy-Pro 

<400> 171 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Xaa Ala Gin Leu Cys lie Xaa 
1 5 10 < 15 

Lys Val Cys Xaa Xaa Thr Xaa Xaa Arg 

20 25 



■ i^S 1 

»- ••"«•* 
ft w* 
.■ «» 

z s - 


<210> 


172 


? 5*2 


<211> 


604 




<212> 


DNA 


a: 


<213> 


Conus nobilis 


3 m 

>J. ^ 


<220> 




« 5 
?' ? :r 


<221> 


CDS 




<222> 


(21) . . (350) 


i v 


<400> 


172 


;: s 2 


gaattcgccc ttatggatcc 



atg cag acg gcc tac tgg gtg atg atg atg gtg 53 
Met Gin Thr Ala Tyr Trp Val Met Met Met Val 
15 10 

gtg gtg atg atg gtg ggg gtt act gtc get ggc tea ctg tct gtg ttt 101 
Val Val Met Met Val Gly Val Thr Val Ala Gly Ser Leu Ser Val Phe 

15 20 25 

gat gac gac aat gac tct gac cca get gtc aag cgc gcc ate acg tgg 14 9 

Asp Asp Asp Asn Asp Ser Asp Pro Ala Val Lys Arg Ala lie Thr Trp 
30 35 40 

tct cga ttc ctg ggc gcg tct cca gcc ttc ctg gca cag cag cga gcg 
Ser Arg Phe Leu Gly Ala Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala 
45 " 50 55 

ctg get ccc ttc gcc aac cga ccc ate aat gag cag aaa cgt ttc cga 
Leu Ala Pro Phe Ala Asn Arg Pro He Asn Glu Gin Lys Arg Phe Arg 
60 65 70 75 



197 



245 



cct gcc gtg aag age cga tea cga cga gcg ccg ccg tgc gta tgg aag 2 93 

Pro Ala Val Lys Ser Arg Ser Arg Arg Ala Pro Pro Cys Val Trp Lys 

80 85 90 



gtg tgt ccc get ccc ccc tgg ctg gtc ace aaa cgt aaa cag gaa ace 
Val Cys Pro Ala Pro Pro Trp Leu Val Thr Lys Arg Lys Gin Glu Thr 

95 100 105 



341 



76 



age gac tac tgaegtcata cctcaataga ccgactcatg acttcaacgc 
Ser Asp Tyr 
110 



390 



604 



tgaattgacc tcaccgagag ctccaacgtc acagcaggag cgagagagag agagagagag 450 

agagagagag aaaggctgga gtatttctct ttctttcggt ttttcgtgtt gaagtgtgat 510 

cagctgggct ggttcaaaat tgttgaataa agttgaataa aaaaaaaaaa aaaaaaagta 570 

ctctgcgttg ttactcgagc ttaagggega attc 

<210> 173 
<211> 110 
<212> PRT 

<213> Conus nobilis 
<400> 173 

Met Gin Thr Ala Tyr Trp Val Met Met Met Val Val Val Met Met Val 
15 10 15 

Gly Val Thr Val Ala Gly Ser Leu Ser Val Phe Asp Asp Asp Asn Asp 

20 25 30 

Ser Asp Pro Ala Val Lys Arg Ala lie Thr Trp Ser Arg Phe Leu Gly 
35 40 45 

Ala Ser Pro Ala Phe Leu Ala Gin Gin Arg Ala Leu Ala Pro Phe Ala 
50 55 60 

Asn Arg Pro lie Asn Glu Gin Lys Arg Phe Arg Pro Ala Val Lys Ser 
65 70 75 80 

Arg Ser Arg Arg Ala Pro Pro Cys Val Trp Lys Val Cys Pro Ala Pro 

85 90 95 

Pro Trp Leu Val Thr Lys Arg Lys Gin Glu Thr Ser Asp Tyr 

100 105 HO 

<210> 174 
<211> 37 
<212> PRT 

<213> Conus nobilis 
<220> 

<221> PEPTIDE 
<222> (1) . . (37) 

<223> Xaa at residues 3, 13, 14, 21, 23 and 24 may be Pro or hydroxy-Pr 
o; Xaa at residues 17 and 25 may be Trp (D or L) or bromo-Trp (D 
or L) ; Xaa at residue 33 may be Glu or Gla; 

<220> 

<221> PEPTIDE 
<222> (1) . . (37) 

<223> Xaa at residue 37 may be Tyr, 1251-Tyr, mono-iodo-Tyr , dr-xodo-Ty 
r, O-sulpho-Tyr or O-phospho-Tyr 

<400> 174 

Phe Arg Xaa Ala Val Lys Ser Arg Ser Arg Arg Ala Xaa Xaa Cys Val 
1 " 5 10 15 



Xaa Lys Val Cys Xaa Ala Xaa Xaa Xaa Leu Val Thr Lys Arg Lys Gin 

2 0 25 30 



* 



77 



Xaa Thr Ser Asp Xaa 



1 If 



ti s 



K . 3 



« ; 3 





^3 c; 
JJ 


<210> 


175 


<211> 


391 


<212> 


DNA 


<213> 


Conus 


<220> 




<221> 


CDS 


<222> 


(21) . 


<400> 


175 



gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 



atg gtg gtg tgg att aca gcc cct ttg tct gaa ggt ggt aaa ccg aag 
Met Val Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys 

15 20 25 

cac gca att egg ggt ttg gtg cca gac gac tta acc cca cag ctt ate 
His Ala lie Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Gin Leu lie 
30 35 40 

ttg cga agt ctg att tec cgt cgt agt tct ttc ggc aag gat gcg aaa 
Leu Arg Ser Leu He Ser Arg Arg Ser Ser Phe Gly Lys Asp Ala Lys 
45 50 55 

ccc ccc ttt agt tgt tea ggc etc cga ggg ggt tgc gtc eta cct ccc 
Pro Pro Phe Ser Cys Ser Gly Leu Arg Gly Gly Cys Val Leu Pro Pro 
60 65 70 75 

ft aat etc agg cca aag ttc aac aaa ggt gga taacaaaccc aagcgttcct 

Asn Leu Arg Pro Lys Phe Asn Lys Gly Gly 

80 85 



101 



149 



197 



245 



295 



agttatacga atgccagcaa ataaaagcag tttgattgtg aaaaaaaaaa aaaaaaaaag 355 
tactctgegt tgttactcga gcttaagggc gaattc 391 

<210> 176 

<211> 85 

<212> PRT 

<213> Conus parius 

<400> 176 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val Trp He 
15 10 15 

Thr Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys His Ala He Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Pro Gin Leu He Leu Arg Ser Leu He 
35 40 45 

Ser Arg Arg Ser Ser Phe Gly Lys Asp Ala Lys Pro Pro Phe Ser Cys 
50 55 60 

Ser Gly Leu Arg Gly Gly Cys Val Leu Pro Pro Asn Leu Arg Pro Lys 
65 70 75 80 

Phe Asn Lys Gly Gly 



78 



85 

<210> 177 

<211> 25 

<212> PRT 

<213> Conus parius 

<220> 

<221> PEPTIDE 
<222> (1) . . (25) 

<223> Xaa at residues 1, 3, 15, 16 and 20 may be Pro or hydroxy-Pro 
<400> 177 

Xaa Xaa Phe Ser Cys Ser Gly Leu Arg Gly Gly Cys Val Leu Xaa Xaa 
15 10 15 

Asn Leu Arg Xaa Lys Phe Asn Lys Gly 

20 25 

<210> 178 
<211> 390 
<212> DNA 
<213> Conus parius 

<220> 

<221> CDS 

<222> (19).. (273) 

<400> 178 

gaattcgccc ttggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg atg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ccg aag 
Met Val Met Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys 

15 20 25 

etc ata att egg ggt ttg gtg cca aac gac tta acc cca cag cgt ate 
Leu lie lie Arg Gly Leu Val Pro Asn Asp Leu Thr Pro Gin Arg lie 
30 35 40 

ttg cga agt ctg att tec ggg cgt act tat ggc ate tat gat gcg aaa 
Leu Arg Ser Leu He Ser Gly Arg Thr Tyr Gly He Tyr Asp Ala Lys 
45 50 55 

ccc ccc ttt agt tgt gca ggc etc cga ggg ggt tgc gtc eta cct ccc 
Pro Pro Phe Ser Cys Ala Gly Leu Arg Gly Gly Cys Val Leu Pro Pro 
60 " 65 70 75 

aat etc agg cca aag ttc aag gaa ggt cga taaaaaaccc aagcgttcct 
Asn Leu Arg Pro Lys Phe Lys Glu Gly Arg 

80 85 

agttatacga atgccagcaa ataaaagcag tttgattgcg aaaaaaaaaa aaaaaaaaaa 

gtactctgcg ttgttactcg agcttaaggg cgaattc 

<210> 179 

<211> 85 

<212> PRT 

<213> Conus parius 



<400> 179 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Met Trp He 



79 



III <400> 180 



| s £ 



'A *** 



15 10 15 

Thr Ala Pro Leu Ser Glu Gly Gly Lys Pro Lys Leu lie lie Arg Gly 

20 25 30 

Leu Val Pro Asn Asp Leu Thr Pro Gin Arg lie Leu Arg Ser Leu lie 
35 40 45 

Ser Gly Arg Thr Tyr Gly lie Tyr Asp Ala Lys Pro Pro Phe Ser Cys 

50 ~ " 55 60 

Ala Gly Leu Arg Gly Gly Cys Val Leu Pro Pro Asn Leu Arg Pro Lys 
65 ^ 70 75 80 



Phe Lys 


Glu Gly Arg 




85 


<210> 


180 


<211> 


24 


<212> 


PRT 


<213> 


Conus parius 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (24) 


<223> 


Xaa at residues 



a at residue 24 may be Glu or Gla 



Xaa Xaa Phe Ser Cys Ala Gly Leu Arg Gly Gly Cys Val Leu Xaa Xaa 
15 10 15 

Asn Leu Arg Xaa Lys Phe Lys Xaa 

20 



<210> 


181 




<211> 


489 




<212> 


DNA 




<213> 


Conus 


planorbis 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (251) 


<400> 


181 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg atg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Met Met Met 
15 10 

atg gtg tgg att aca ggc cat ctg tct gaa ggt ggc aaa ttg aag gat 101 
Met Val Trp lie Thr Gly His Leu Ser Glu Gly Gly Lys Leu Lys Asp 

15 20 25 

gca att agg ggt ttg gtg cca gac gac ttg acc tea atg ttt gcg ttg 14 9 

Ala lie Arg Gly Leu Val Pro Asp Asp Leu Thr Ser Met Phe Ala Leu 
30 35 40 



cat ctt ccg gtt tec cat tct egg tct age age aat ggt ctg aag aga 
His Leu Pro Val Ser His Ser Arg Ser Ser Ser Asn Gly Leu Lys Arg 
45 50 55 

get gac eta tgt ate cac aag att tgt cca cca egg tat cac caa age 
Ala Asp Leu Cys lie His Lys He Cys Pro Pro Arg Tyr His Gin Ser 
60 ~ ' 65 70 75 



197 



245 



80 



caa caa taaaagacgt cagacaacca ccacaacttt agtatgacat cgttaatagg 301 
Gin Gin 

acttcagcaa gtattttaac atcactgtgg ttgtgatgaa atcagtcgcc ttaaaagatt 361 

ggctttttcc ttgtttaaga gttgtacttg tatcagcttt gcacttcgaa ataaagttga 421 

tgtgatgaac caaaaaaaaa aaaaaaaaaa agtactctgc gttgttactc gagcttaagg 481 



gcgaattc 

<210> 182 

<211> 77 

<212> PRT 

<213> Conus planorbis 



489 





<400> 182 
Met Gin Thr 
1 


Ala 


Tyr 
5 


Trp 


Val 


Met 


Met 


Met 
10 


Met 


Met 


Val 


Trp 


lie 
15 


Thr 


Ji 


Gly His Leu 


Ser 
20 


Glu 


Gly 


Gly 


Lys 


Leu 

25 


Lys 


Asp 


Ala 


lie 


Arg 
30 


Gly 


Leu 


£1 

£ H 
; !:s? ii 

" ? * 


Val Pro Asp 
35 


Asp 


Leu 


Thr 


Ser 


Met 
40 


Phe 


Ala 


Leu 


His 


Leu 
45 


Pro 


Val 


Ser 


WWW 

* s s 


His Ser Arg 
50 


Ser 


Ser 


Ser 


Asn 
55 


Gly 


Leu 


Lys 


Arg 


Ala 
60 


Asp 


Leu 


Cys 


lie 


*t v *^ 


His Lys lie 
65 

<210> 183 


Cys 


Pro 


Pro 
70 


Arg 


Tyr 


His 


Gin 


Ser 
75 


Gin 


Gin 








r! | 


<211> 26 
<212> PRT 






























<213> Conus planorbis 






















as s 

i'U 


<220> 






























<221> PEPTIDE 




























<222> (1). 
<223> Xaa 


. (26) 

at residues 


18 and 19 may be 


Pro 


or 


hydroxy- 


Pro; 


Xaa 



ue 21 may be Tyr, 1251-Tyr, mono-iodo-Tyr, di-iodo-Tyr, O-sulpho- 
Tyr or O-phospho-Ty 

<400> 183 

Ser Ser Ser Asn Gly Leu Lys Arg Ala Asp Leu Cys lie His Lys lie 
15 10 15 

Cys Xaa Xaa Arg Xaa His Gin Ser Gin Gin 

20 25 



<210> 


184 




<211> 


834 




<212> 


DNA 




<213> 


Conus 


pulicarius 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(246) 


<220> 






<221> 


misc 


feature 


<222> 


(1) . . 


(834) 


<223> 


n may 


be any nucleotide 



81 



m 1 • 



<* * n 

H a 



§ s S 



If**** * 

f !! 



<400> 184 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg atg gtg tgg gtt 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Met Val Trp Val 
15 10 15 

aca gcg cct gtg tct gaa ggt ggt aaa ttg age gac gta att egg ggt 

Thr Ala Pro Val Ser Glu Gly Gly Lys Leu Ser Asp Val lie Arg Gly 

20 25 30 

ttg gtg cca gac gac ata acc cca cag att att ttg caa agt ctg aat 

Leu Val Pro Asp Asp lie Thr Pro Gin lie lie Leu Gin Ser Leu Asn 
35 40 45 

gcc agt cgt cat get tac aga cgt gtt cgt ctg aga gga cag ata tgt 

Ala Ser Arg His Ala Tyr Arg Arg Val Arg Leu Arg Gly Gin lie Cys 

50 55 60 

ate tgg aag gta tgt cca cca eta eta caa tgg ata cat cca tta gta 

lie Trp Lys Val Cys Pro Pro Leu Leu Gin Trp lie His Pro Leu Val 

65 * 70 75 80 



48 



96 



144 



192 



240 



aaa aga tgaatgacat cagacaaccg ccacaactgt agtacgacat cgttaacacg 2 96 

Lys Arg 



acttcagcaa atattctaac atcacagtgg gttgtgaaga natcgggttg gctttaaaaa 356 

aaanaatggg ggntttt ccc cntgggttta aaaaaanntn ggnnccgggn aanrinccenn 416 

nntnnncccc ccccnntngg gagaaaaaaa aaannccnnt nnnggggggn nnncnaaaaa 47 6 

aaaaaaaaaa aaaaaaaaaa aaaaancccc nggggggntg ntttnncccc ccnccccngg 53 6 

IB ggggggggg n gntttnnccc cccccccgng gggggggggg nttttnnttt nngggggngc 5 96 

cccccccccc cccnnncnnn nnaanaannn nngggggggg ggaanaaaaa nannnnnnnn 65 6 

nnnnnnnnnn ttttntcnnt ennccgngnn gnnaaaaaaa aaanttnatt tntnnannnc 716 

nnennncenn cnncnnaccc nnccccnncc nenncannen nagannanga ggggggggng 77 6 

nnnnggngna nnnnnannnn nnngaannng aggngngnnn cncgncnncg enenngne 8 34 

<210> 185 

<211> 82 

<212> PRT 

<213> Conus pulicarius 

<400> 185 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Met Val Trp Val 
1 5 10 15 

Thr Ala Pro Val Ser Glu Gly Gly Lys Leu Ser Asp Val lie Arg Gly 

20 25 30 

Leu Val Pro Asp Asp lie Thr Pro Gin lie lie Leu Gin Ser Leu Asn 
35 40 45 

Ala Ser Arg His Ala Tyr Arg Arg Val Arg Leu Arg Gly Gin lie Cys 
50 55 60 

lie Trp Lys Val Cys Pro Pro Leu Leu Gin Trp lie His Pro Leu Val 
65 70 75 8 0 



82 



Lys Arg 


<210> 


186 


<211> 


26 


<212> 


PRT 


<213> 


Conus pulicarius 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 10 



and 19 may be Trp (D or L) or bromo-Trp (I 
L) ; Xaa at residues 14, 15 and 22 may be Pro or hydroxy-Pro 

<400> 186 

Val Arg Leu Arg Gly Gin lie Cys lie Xaa Lys Val Cys Xaa Xaa Leu 
1 5 10 15 

Leu Gin Xaa lie His Xaa Leu Val Lys Arg 

20 25 

<210> 187 
<211> 471 
<212> DNA 

<213> Conus pulicarius 
<220> 

<221> CDS 

<222> (1) . . (246) 

<400> 187 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg atg gtg tgg gtt 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Met Val Trp Val 
15 10 15 

aca gcg cct gtg tct gaa ggt ggt aaa ttg age gac gta att egg ggt 
Thr Ala Pro Val Ser Glu Gly Gly Lys Leu Ser Asp Val lie Arg Gly 

20 25 30 

ttg gtg cca gac gac tta acc cca cag att ate ttg caa agt ctg aat 
Leu Val Pro Asp Asp Leu Thr Pro Gin lie lie Leu Gin Ser Leu Asn 
35 40 45 

gcc agt cgt cat get tac aga cgt gtt cgt ccg aga gga cag ata tgt 
Ala Ser Arg His Ala Tyr Arg Arg Val Arg Pro Arg Gly Gin lie Cys 
50 55 60 

ate tgg aag gta tgt cca cca eta eta caa tgg ata cat cca tta gta 
lie Trp Lys Val Cys Pro Pro Leu Leu Gin Trp lie His Pro Leu Val 
65 70 75 80 

aaa aga tgaatgacat cagacaaccg ccacaactgt agtaeggcat cgttaacacg 
Lys Arg 

acttcagcaa atattttaac atcacagtgg ttgtgaagaa ateggttget ttaaaaaaag 
attgggtttt tccttgttta agagttgtac tgatatcagt tetgeactat gaaataaagc 
tgatgtgacg aacaaaaaaa aaaaaaaaaa aaagtactct gcgttgttac tcgag 

<210> 188 
<211> 82 
<212> PRT 



83 



<213> Conus pulicarius 
<400> 188 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Met Val Trp Val 
15 10 15 

Thr Ala Pro Val Ser Glu Gly Gly Lys Leu Ser Asp Val lie Arg Gly 

20 25 30 

Leu Val Pro Asp Asp Leu Thr Pro Gin lie lie Leu Gin Ser Leu Asn 
35 40 45 

Ala Ser Arg His Ala Tyr Arg Arg Val Arg Pro Arg Gly Gin He Cys 
50 55 60 

He Trp Lys Val Cys Pro Pro Leu Leu Gin Trp He His Pro Leu Val 
65 70 75 80 

Lys Arg 

<210> 189 

<211> 26 

<212> PRT 

<213> Conus pulicarius 
<220> 

<221> PEPTIDE 

<222> (1) . . (26) 

<223> Xaa at residues 3, 14, 15 and 22 may be Pro or hydroxy-Pro; 

t residues 10 and 19 may be Trp (D or L) or bromo-Trp (D or 

<400> 189 

Val Arg Xaa Arg Gly Gin He Cys He Xaa Lys Val Cys Xaa Xaa Leu 
1 " 5 10 15 

Leu Gin Xaa He His Xaa Leu Val Lys Arg 

20 25 

<210> 190 
<211> 471 
<212> DNA 

<213> Conus pulicarius 
<220> 

<221> CDS 

<222> (1) . . (246) 



<400> 190 



atg 


cag 


acg 


gcc 


tac 


tgg 


gtg 


atg 


gtg 


atg 


atg 


atg 


Met 


Gin 


Thr 


Ala 


Tyr 


Trp 


Val 


Met 


Val 


Met 


Met 


Met 


1 








5 










10 






aca 


gcg 


cct 


gtg 


tct 


gaa 


ggt 


ggt 


aaa 


ttg 


age 


gac 


Thr 


Ala 


Pro 


Val 


Ser 


Glu 


Gly 


Gly 


Lys 


Leu 


Ser 


Asp 








20 










25 








ttg 


gtg 


cca 


gac 


gac 


ata 


acc 


cca 


cag 


att 


ate 


ttg 


Leu 


Val 


Pro 


Asp 


Asp 


He 


Thr 


Pro 


Gin 


He 


He 


Leu 






35 










40 










gcc 


agt 


cgt 


cat 


get 


tac 


aga 


cct 


gtt 


cgt 


ctg 


aga 


Ala 


Ser 


Arg 


His 


Ala 


Tyr 


Arg 


Pro 


Val 


Arg 


Leu 


Arg 




50 








55 










60 



15 



30 



45 



ate tgg aag gta tgt cca cca eta eta caa tgg ata cat cca tta gta 



84 
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lass? 

! ! ! 

si) 
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S .. 



lie Trp Lys Val Cys Pro Pro Leu Leu Gin Trp lie His Pro Leu Val 
65 70 75 80 

aaa aga tgaatgacat cagacaaccg ccacaactgt agtacgacat cgttaacacg 296 
Lys Arg 

acttcagcaa atattttaac atcacagtgg ttgtgaagaa atcggttgct ttaaaaaaag 356 

attgggtttt tccttgttta agagttgtac tgatatcagt tctgcactat gaaataaagc 416 

tgatgtgacg aacaaaaaaa aaaaaaaaaa aaagtactct gcgttgttac tcgag 471 

<210> 191 

<211> 82 

<212> PRT 

<213> Conus pulicarius 

<400> 191 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Met Val Trp Val 
1 5 10 15 



S£ Thr Ala Pro Val Ser Glu Gly Gly Lys Leu Ser Asp Val He Arg Gly 

!h:! 20 25 30 



Leu Val Pro Asp Asp He Thr Pro Gin lie He Leu Gin Ser Leu Asn 

35 40 45 

Ala Ser Arg His Ala Tyr Arg Pro Val Arg Leu Arg Gly Gin He Cys 
50 55 60 

>ro Leu Leu Gin Trp He His Pro Leu Val 

75 80 



He Trp 


Lys Val Cys Pro 


65 


7 0 


Lys Arg 




<210> 


192 


<211> 


27 


<212> 


PRT 


<213> 


Conus pulicarius 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (27) 


<223> 


Xaa at residues 



t residues 11 and 20 may be Trp (D or L) or bromo-Trp {D or L) 



<400> 192 

Xaa Val Arg Leu Arg Gly Gin He 

1 5 

Leu Leu Gin Xaa He His Xaa Leu 

20 



Cys He Xaa Lys Val Cys Xaa Xaa 
10 15 

Val Lys Arg 
25 



<210> 193 

<211> 375 

<212> DNA 

<213> Conus rattus 



<220> 

<221> CDS 

<222> (1) . . (282) 



<400> 



193 



85 



sr. 1 **** 



K is: 
3.-3 u 



v' * 



,*. »■• 

ti 7s? 



atg cag acg gcc tac tgg gtg atg gtg atg atg gtg gtg gtg ggg ttc 4 8 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Val Val Val Gly Phe 
1 5 10 15 



acc gtc ggg ggt cac gtc cat caa tct cac agt cct aca teg cgc age 
Thr Val Gly Gly His Val His Gin Ser His Ser Pro Thr Ser Arg Ser 

20 25 30 

cat ggt gat gac tec att cat gac aag acg att cat caa cat ctg ttt 
His Gly Asp Asp Ser lie His Asp Lys Thr lie His Gin His Leu Phe 
35 40 45 

gcc cgt ctt cct ctg gag aac aac gac gac cat cgt tct gtg gat ctt 
Ala Arg Leu Pro Leu Glu Asn Asn Asp Asp His Arg Ser Val Asp Leu 
50 55 60 

cct gca ggg acc age gca ggc gac atg aaa cca caa cgc caa aga cgt 
Pro Ala Gly Thr Ser Ala Gly Asp Met Lys Pro Gin Arg Gin Arg Arg 
65 70 75 80 

etc tgc tgc ate ttt gcc att ctt tgg ttc tgt tgt etc §gt 
Leu Cys Cys He Phe Ala He Leu Trp Phe Cys Cys Leu Gly 

8 5 90 



1st <210> 194 

<211> 94 

<212> PRT 

<213> Conus rattus 



<400> 194 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Val Val Val Gly Phe 
15 10 15 

Thr Val Gly Gly His Val His Gin Ser His Ser Pro Thr Ser Arg Ser 

20 25 30 

His Gly Asp Asp Ser He His Asp Lys Thr He His Gin His Leu Phe 
35 40 45 

Ala Arg Leu Pro Leu Glu Asn Asn Asp Asp His Arg Ser Val Asp Leu 
50 55 60 

Pro Ala Gly Thr Ser Ala Gly Asp Met Lys Pro Gin Arg Gin Arg Arg 
65 70 75 80 

Leu Cys Cys He Phe Ala He Leu Trp Phe Cys Cys Leu Gly 

8 5 90 



<210> 


195 


<211> 


13 


<212> 


PRT 


<213> 


Conus rattus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (13) 


<223> 


Xaa at residue 



96 



144 



192 



240 



282 



taacagtaca aattgcaatg cactggccga ttgaaagaac tgcaataaac ggaaaaaaaa 342 
aaaaaaaaaa agtactctgc gttgttactc gag 375 



<400> 195 

Leu Cys Cys lie Phe Ala He Leu Xaa Phe Cys Cys Leu 



86 



aw* 



m 



f.Tl 

■r. c a 



ii ^ 



to 
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ii «?■ 



1 


5 


<Z ±U> 




<211> 


494 


<212> 


DNA 


<213> 


Conus striatus 


<220> 




<221> 


CDS 


<222> 


(21) . . (287) 


<400> 


196 


gaattcgccc ttatggatcc 



10 



Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac 
Met Val Trp He Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca cac ate tta acc cca cag cat ate ttg 
Val He Arg Gly Leu Val Pro His He Leu Thr Pro Gin His He Leu 
30 ~ 35 40 



gca caa ata tgc ate tgg aag gta tgt cca cca tec cca tgg aga caa 
Ala Gin He Cys He Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Gin 
60 65 70 75 

cca caa gaa atg atg aat gac ate aga caa ccg cca caa ctg 
Pro Gin Glu Met Met Asn Asp He Arg Gin Pro Pro Gin Leu 

80 85 



<210> 197 




























<211> 89 




























<212> PRT 




























<213> Conus 


striatus 






















<400> 197 
Met Gin Thr 
1 


Ala 


Tyr 

5 


Trp 


Val 


Met 


Val 


Met 
10 


Met 


Met 


Val 


Trp 


He 
15 


Thr 


Ala Pro 


Leu 


Ser 
20 


Glu 


Gly 


Gly 


Lys 


Leu 

25 


Asn 


Asp 


Val 


He 


Arg 
30 


Gly 


Leu 


Val Pro 


His 
35 


He 


Leu 


Thr 


Pro 


Gin 
40 


His 


He 


Leu 


Gin 


Ser 
45 


Leu 


He 


Ser 


Pro Leu 
50 


Arg 


Ser 


Asn 


Asn 


Gly Arg 
55 


Ser 


Ser 


Gly 


Ala 
60 


Gin 


He 


Cys 


He 


Trp Lys 
65 


Val 


Cys 


Pro 


Pro 
70 


Ser 


Pro 


Trp 


Arg 


Gin 
75 


Pro 


Gin 


Glu 


Met 


Met 
80 



53 



101 



149 



caa agt ctg att tec cct ctt cgt tct aac aac ggt cgt teg agt gga 197 
Gin Ser Leu He Ser Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly 
45 50 55 



245 



287 



tagtacgaca tegttgatae gactttagca aatattttaa catcactgtg gttgtgaaga 347 

aatcagttgc tttaaaagat tggatttttc cttgtttaag agttgtactg atatcagctc 407 

tgcactatga aataaagctg atgtgacaaa caaaaaaaaa aaaaaaaaaa gtactctgcg 4 67 
ttgttactcg agcttaaggg cgaattc 



494 



87 



Asn Asp lie Arg Gin Pro Pro Gin Leu 

8 5 



<210> 198 

<211> 38 

<212> PRT 

<213> Conus striatus 



<220> 

<221> PEPTIDE 
<222> (1) . . (38) 

<223> Xaa at residues 14 and 22 may be Trp (D or L) or bromo-Trp (D or 
L); Xaa at residues 18, 19, 21, 25, 35 and 36 may be Pro or hydro 
xy-Pro; Xaa at residue 27 may be Glu or Gla 



<400> 198 

Ser Asn Asn Gly 

1 

Cys Xaa Xaa Ser 

20 



Arg Ser Ser Gly 

5 

Xaa Xaa Arg Gin 



Ala Gin lie Cys 
10 

Xaa Gin Xaa Met 
25 



lie Xaa Lys Val 
15 

Met Asn Asp lie 
30 



Arg Gin Xaa Xaa Gin Leu 
35 



<210> 199 

<211> 412 

<212> DNA 

<213> Conus striolatus 



<220> 

<221> CDS 

<222> (1) . . (240) 



<400> 199 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 



gac 



48 



144 



192 



cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 96 
Asp Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca cgc ate tta acc cca cag cat acc ttg cga agt ccg act tec 

Val Pro Arg He Leu Thr Pro Gin His Thr Leu Arg Ser Pro Thr Ser 

35 40 45 

ctt ctt cgt tct aac acc ggt ggt teg agt gga gca caa ata tgc ate 

Leu Leu Arg Ser Asn Thr Gly Gly Ser Ser Gly Ala Gin He Cys He 

50 55 60 

tgg aag gta tgt cca cca tec cca tgg aga cga tea caa gga aaa aga 
Trp Lvs Val Cys Pro Pro Ser Pro Trp Arg Arg Ser Gin Gly Lys Arg 
65 70 75 80 

tgaatgacgt cagacaagcg ccacaactgt agtacgacat cgttgatacg acttcagcaa 

gtattttaac atcactgtgg ttgtgaagaa ateagttget ttaaaagatt ggatttttcc 

ttgtttaaga gttgtactga tatcagctct gccctgtgaa ataaagctga tg 412 



240 



300 
360 



<210> 200 
<211> 80 
<212> PRT 



88 



<213> Conus striolatus 
<400> 200 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

Asp Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Pro Arg lie Leu Thr Pro Gin His Thr Leu Arg Ser Pro Thr Ser 
35 40 45 

Leu Leu Arg Ser Asn Thr Gly Gly Ser Ser Gly Ala Gin He Cys He 
50 55 60 

Trp Lvs Val Cys Pro Pro Ser Pro Trp Arg Arg Ser Gin Gly Lys Arg 
65 70 75 80 

<210> 201 

<211> 26 

<212> PRT 

f*1 <213> Conus striolatus 



■B 3 

S 2 5 



S3 J 



HIS S 



<220> 

<221> PEPTIDE 

<222> (1) . . (26) 

<223> Xaa at residues 14 and 22 may be Trp (D or L) or bromo-Trp (D or 



f] ~~ L) ; Xaa at residues 18, 19 and 21 may be Pro or hydroxy-Pro 



<400> 201 

Ser Asn Thr Gly Gly Ser Ser Gly Ala Gin He Cys He Xaa Lys Val 
15 10 15 

Cys Xaa Xaa Ser Xaa Xaa Arg Arg Ser Gin 

20 25 



<210> 


202 




<211> 


412 




<212> 


DNA 




<213> 


Conus 


striolatus 


<220> 






<221> 


CDS 




<222> 


(1) . . 


(240) 


<400> 


202 




atg cag acg 


gcc tac tgg 


Met Gin Thr 


Ala Tyr Trp 


1 




5 



48 



10 15 

gcc cct ctg tct gaa ggt ggt aaa ttg aac gac gta att egg ggt ttg 
Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca cac ate tta acc cca cag cat ate ttg caa agt ctg att tec 
Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu He Ser 
35 40 45 

cct ctt cgt tct aac aac ggt cgt teg agt gga gca caa ata tgc ate 
Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys He 
50 55 60 

tgg aag gta tgt cca cca tec cca tgg aga cga tea caa gga aaa aga 
Trp Lvs Val Cys Pro Pro Ser Pro Trp Arg Arg Ser Gin Gly Lys Arg 
65 70 75 80 



96 



144 



192 



240 



3 i 



i %• s 
a s 



It****' 



89 



tgaatgacgt cagacaagcg ccacaactgt agtacgacat cgttgatacg acttcagcaa 
gtattttaac atcactgtgg ttgtgaagaa atcagttgct ttaaaagatt ggatttttcc 



300 
360 



ttgtttaaga gttgtactga tatcagctct gcactgtgaa ataaagctga tg 412 

<210> 203 
<211> 80 
<212> PRT 

<213> Conus striolatus 
<400> 203 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu He Ser 
35 40 45 

Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys He 
50 55 60 

>er Pro Trp Arg Arg Ser Gin Gly Lys Arg 

75 80 



Trp Lys 


Val Cys Pro Pro 


65 


70 


<210> 


204 


<211> 


26 


<212> 


PRT 


<213> 


Conus striolatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (26) 


<223> 


Xaa at residues 



L) ; Xaa at residues 18, 19 and 21 may be Pro or hydroxy-Pro 
<400> 204 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys He Xaa Lys Val 
15 10 15 

Cys Xaa Xaa Ser Xaa Xaa Arg Arg Ser Gin 

20 25 



<210> 


205 




<211> 


497 




<212> 


DNA 




<213> 


Conus 


striolatus 


<220> 






<221> 


CDS 




<222> 


(21) . 


. (257) 


<400> 


205 





gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 



atg gtg tgg att aaa gac cct ctg tct gaa ggt ggt aaa ttg aac gac 
Met Val Trp He Lys Asp Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 2 0 25 



101 



90 



J! i 



S..3 S 



«, M, 



gta att egg ggt ttg gtg cca cac ate tta acc cca cag cat ate ttg 
Val lie Arg Gly Leu Val Pro His lie Leu Thr Pro Gin His lie Leu 
30 35 40 

caa agt ctg att tec cct ctt cgt tct aac aac ggt cgt teg agt gga 
Gin Ser Leu He Ser Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly 
45 50 55 



149 



197 



497 



gca caa ata tgc aac tgg aag gta tgt cca cca tec cca tgg aga cga 245 
Ala Gin He Cys Asn Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg 
60 65 70 75 

cca cga gga aaa tgatgaatga catcagacaa ccgccacaac tgtagtacga 297 
Pro Arg Gly Lys 

ettegttgat acgactttag caaatatttt aacatcactg tggttgtgaa gaaatcagtt 357 

gctttaaaag attggatttt tccttgttta agagttgtac tgatatcagc tetgeactat 417 

gaaataaagc tgatgtgaca aacaaaaaaa aaaaaaaaaa aaagtactct gcgttgttac 477 
tcgagcttaa gggegaatte 

<210> 206 

<211> 79 

<212> PRT 

<213> Conus striolatus 

<400> 206 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Lys 
1 5 10 15 

ii Asp Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro His He Leu Thr Pro Gin His He Leu Gin Ser Leu He Ser 

35 40 45 

Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys Asn 
50 55 60 

Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Arg Gly Lys 
65 70 75 

<210> 207 

<211> 26 

<212> PRT 

<213> Conus striolatus 
<220> 

<221> PEPTIDE 

<222> (1)..(26) 

<223> Xaa at residues 14 and 22 may be Trp (D or L) or bromo-Trp (D or 
L); Xaa at residues 18, 19, 21 and 25 may be Pro or hydroxy-Pro 

<400> 207 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys Asn Xaa Lys Val 
15 10 15 

Cys Xaa Xaa Ser Xaa Xaa Arg Arg Xaa Arg 

20 25 



<210> 208 
<211> 496 



91 



Iff 



fefj 

•NIT* *■ 

Hi 



SS5 3 



<212> DNA 

<213> Conus striolatus 
<220> 

<221> CDS 

<222> (21).. (287) 

<400> 208 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 53 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 



atg gtg tgg att aca gcc cct ctg tct gaa ggt ggt aaa ttg aac gac 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca cac ate tta acc cca cag cat ate ttg 
Val He Arg Gly Leu Val Pro His He Leu Thr Pro Gin His He Leu 
30 35 40 



gca caa ata tgc ate tgg aag gta tgt cca cca tec cca tgg aga caa 

Ala Gin He Cys He Trp Lys Val Cys Pro Pro Ser Pro Trp Arg Gin 

60 65 70 75 

cca caa gaa atg atg aat gac ate aga caa ccg cca caa ctg 

Pro Gin Glu Met Met Asn Asp He Arg Gin Pro Pro Gin Leu 

80 85 



cgttgttact cgagcttaag ggegaatte 



<210> 209 
<211> 89 
<212> PRT 
<213> Conus 


striolatus 






















<400> 209 
Met Gin Thr 
1 


Ala 


Tyr 
5 


Trp 


Val 


Met 


Val 


Met 


Met 


Met 


Val 


Trp 


He 
15 


Thr 


Ala Pro Leu 


Ser 
20 


Glu 


Gly 


Gly 


Lys 


Leu 
25 


Asn 


Asp 


Val 


He 


Arg 
30 


Gly 


Leu 


Val Pro His 
35 


He 


Leu 


Thr 


Pro 


Gin 
40 


His 


He 


Leu 


Gin 


Ser 
45 


Leu 


He 


Ser 


Pro Leu Arg 
50 


Ser 


Asn 


Asn 


Gly 
55 


Arg 


Ser 


Ser 


Gly 


Ala 
60 


Gin 


He 


Cys 


He 


Trp Lys Val 
65 


Cys 


Pro 


Pro 
70 


Ser 


Pro 


Trp 


Arg 


Gin 
75 


Pro 


Gin 


Glu 


Met 


Met 
80 


Asn Asp He 


Arg 


Gin 
85 


Pro 


Pro 


Gin 


Leu 

















101 



149 



caa agt ctg att tec cct ctt cgt tct aac aac ggt cgt teg agt gga 197 
Gin Ser Leu He Ser Pro Leu Arg Ser Asn Asn Gly Arg Ser Ser Gly 
45 50 55 



245 



287 



tagtacgaca tegttgatae gactttagca aatattttaa catcactgtg gttgtgaaga 347 
aatcagttgc tttaaaagat tggatttttc cttgtttaag agttgtactg atatcagctc 



407 



tgcactatga aataaagctg atgtgacaaa cgaaaaaaaa aaaaaaaaaa aagtactctg 4 67 



496 



<210> 210 



92 



<211> 38 
<212> PRT 

<213> Conus striolatus 



<220> 

<221> PEPTIDE 
<222> (1) . . (38) 

<223> Xaa at residues 14 and 22 may be Trp (D or L) or bromo-Trp (D or 
L); Xaa at residues 18, 19, 21, 25, 35 and 36 may be Pro or hydro 
xy-Pro; Xaa at residue 27 may be Glu or Gla 



<400> 210 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys He Xaa Lys Val 
15 10 15 

Cvs Xaa Xaa Ser Xaa Xaa Arg Gin Xaa Gin Xaa Met Met Asn Asp He 

20 25 30 



Arg Gin Xaa Xaa Gin Leu 
35 



<210> 211 

<211> 413 

<212> DNA 

<213> Conus sulcatus 



<220> 

<221> CDS 

<222> (1) . . (234) 



<400> 211 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 
Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Thr 
15 10 15 

gcc tct ctg tct gaa ggt ggt aaa ccg aac gac gtc att egg ggt ttt 
Ala Ser Leu Ser Glu Gly Gly Lys Pro Asn Asp Val He Arg Gly Phe 

20 25 30 

gtg cca gac gac tta acc cca cag ctt ate ttg cga agt ctg att tec 
Val Pro Asp Asp Leu Thr Pro Gin Leu He Leu Arg Ser Leu He Ser 
35 40 45 



aag gca tgt aga ccc acg eta teg aga cga cat gat ctt ggg 
Lys Ala Cys Arg Pro Thr Leu Ser Arg Arg His Asp Leu Gly 
65 "* 70 75 



48 



96 



144 



cgt cgt cgt tct gac aag gat gtt ggg aag aga atg gaa tgt tac tgg 192 
Arg Arg Arg Ser Asp Lys Asp Val Gly Lys Arg Met Glu Cys Tyr Trp 
50 55 60 



234 



taaaagatga atgacgtcag acaacagcca caactatagt atgacatcgt taatacgact 294 
tcagcaaata ttttaacatc actgtggttg tgaagaaatc agttgcttta aaagattgga 354 
tttttccgtg tttaagagtt gtactgatat cagctctgcc ctgtgaaata aagctgatg 413 



<210> 212 

<211> 78 

<212> PRT 

<213> Conus sulcatus 



<400> 212 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 



93 



15 10 15 

Ala Ser Leu Ser Glu Gly Gly Lys Pro Asn Asp Val He Arg Gly Phe 

20 25 30 

Val Pro Asp Asp Leu Thr Pro Gin Leu He Leu Arg Ser Leu He Ser 
35 40 45 

Arg Arg Arg Ser Asp Lys Asp Val Gly Lys Arg Met Glu Cys Tyr Trp 
50 55 60 

Lys Ala Cys Arg Pro Thr Leu Ser Arg Arg His Asp Leu Gly 
65 70 75 

<210> 213 
<211> 27 
<212> PRT 

<213> Conus sulcatus 
<220> 

<221> PEPTIDE 
<222> (1) . . (27) 

<223> Xaa at residue 11 may be Glu or Gla; Xaa at residue 13 may be Tyr 
, 1251-Tyr, mono-iodo-Tyr , di-iodo-Tyr, O-sulpho-Tyr or O-phospho 
-Tyr; Xaa at residue 14 may be Trp (D or L) or bromo-Trp (D or L) 
; Xaa at residue 19 may be Pro or hydroxy-Pro 

<400> 213 

Arg Ser Asp Lys Asp Val Gly Lys Arg Met Xaa Cys Xaa Xaa Lys Ala 

.1 5 10 15 

Cys Arg Xaa Thr Leu Ser Arg Arg His Asp Leu 

20 25 

<210> 214 
<211> 472 
<212> DNA 
<213> Conus terebra 

<220> 

<221> CDS 

<222> (1) . . (234) 

<400> 214 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 48 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

gcc cct ctg tct gaa ggt gat aaa ttg aac gac gta att egg ggt ttg 96 
Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

gtg cca gat aac tta gcc cca cag ctt gtt ttg caa agt ctg gat tec 144 
Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

cgt cgt cat cct cac ggc att cgt cag gat gga gcc caa ata tgt ate 192 
Arg Arg His Pro His Gly He Arg Gin Asp Gly Ala Gin He Cys He 
50 55 60 

tgg aag ata tgt cca cca tec cca tgg aaa cga ctt gga tct 234 
Trp Lys He Cys Pro Pro Ser Pro Trp Lys Arg Leu Gly Ser 
65 " 7 0 75 



y. -i 



94 

taagaaaaga aacaattgac gtcagacaac cgccacaact tgagtacgac atcgttaata 294 

caacttcagc aaatatgaaa ttttcagcat cactgtggtt gtgaagaaat cagttgcttt 354 

aaaagattgg atttgtcctt gtttaagagt tgtactgatg tcatctctgc actgtgaaat 414 

aaagctgatg tgacaaacaa aaaaaaaaaa aaaaaagtac tctgcgttgt tactcgag 472 

<210> 215 
<211> 78 
<212> PRT 

<213> Conus terebra 
<400> 215 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 

Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu Gin Ser Leu Asp Ser 
35 40 45 

Arg Arg His Pro His Gly He Arg Gin Asp Gly Ala Gin He Cys He 
50 55 60 

Arg Leu Gly Ser 
75 





Trp Lys 


He Cys Pro Pro Ser Pro Trp Lys 


1 


65 


70 


■lij 






%s 


<210> 


216 




<211> 


28 




<212> 


PRT 


>»»« 

**" * 3 


<213> 


Conus terebra 


.'T f 

s 


<220> 






<221> 


PEPTIDE 




<222> 


(1) . . (28) 




<223> 


Xaa at residues 2, 19, 20 and 22 



<400> 216 ti v 

His Xaa His Gly He Arg Gin Asp Gly Ala Gin He Cys He Xaa Lys 

15 10 15 

He Cys Xaa Xaa Ser Xaa Xaa Lys Arg Leu Gly Ser 

20 25 

<210> 217 
<211> 474 
<212> DNA 
<213> Conus terebra 

<220> 

<221> CDS 

<222> (1) . . (234) 

<400> 217 

atg cag acg gcc tac tgg gtg atg gtg atg atg atg gtg tgg att aca 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 

15 10 15 

gcc cct ctg tct gaa ggt gat aaa ttg aac gac gta att egg ggt ttg 
Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val He Arg Gly Leu 

20 25 30 



48 



96 



95 



tt a 

J> v. -< 



f. s 



-IT.' 

Lis 



8 i 3 



5% 



gtg cca gat aac tta gcc cca cag ctt gtt ttg cat agt ctg gat tec 144 
Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu His Ser Leu Asp Ser 
35 40 45 

cgt cgt cat cct cac ggc att cgt cag gat gga gcc caa at a tgt ate 192 
Arg Arg His Pro His Gly He Arg Gin Asp Gly Ala Gin He Cys He 
50 55 60 

tgg aag ata tgt cca cca tec cca tgg aga cga ctt gga tct 234 
Trp Lys He Cys Pro Pro Ser Pro Trp Arg Arg Leu Gly Ser 
65 70 75 

taagaaaaga aacaattgac gtcagacaac cgccacatct tgagtacgac ategttaata 294 

cgacttcagc aaatatgaaa ttttcagcat cactgtggtt gtgaagaaat cagttgeett 354 

aaaagattgg atttgtcctt gtttaagagt tgtactgatg tcatctctgc actatgaaat 414 

aaagctgatg tgacaaacaa aaaaaaaaaa aaaaaaaagt actctgegtt gttactcgag 474 



- , r.H,J ~> 

J*s <210> 218 



m <211> 78 

<212> PRT 

<213> Conus terebra 



<400> 218 

III Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 

1 5 10 15 



Ala Pro Leu Ser Glu Gly Asp Lys Leu Asn Asp Val He Arg Gly Leu 

20 . 25 30 

Val Pro Asp Asn Leu Ala Pro Gin Leu Val Leu His Ser Leu Asp Ser 
35 40 45 



Arg Arg His Pro His Gly He Arg Gin Asp Gly Ala Gin He Cys He 
y 50 55 60 

Trp Lys He Cys Pro Pro Ser Pro Trp Arg Arg Leu Gly Ser 
65 70 75 

<210> 219 

<211> 28 

<212> PRT 

<213> Conus terebra 
<220> 

<221> PEPTIDE 

<222> (1) . . (28) 

<223> Xaa at residues 2, 19, 20 and 22 may be Pro or hydroxy-Pro; Xaa a 
t residues 15 and 23 may be Trp (D or L) or bromo-Trp (D or L) 

<400> 219 

His Xaa His Gly He Arg Gin Asp Gly Ala Gin He Cys He Xaa Lys 
15 10 15 

He Cys Xaa Xaa Ser Xaa Xaa Arg Arg Leu Gly Ser 

20 25 

<210> 220 
<211> 485 
<212> DNA 

<213> Conus vexillum 



96 



<220> 

<221> CDS 

<222> (21) . . (236) 

<400> 220 

gaattcgccc ttatggatcc atg cag atg gcc tac tgg gtg atg gtg atg atg 

Met Gin Met Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aaa ggc cct gtg tec gaa ggt ggt aaa ttg aac gac 
Met Val Trp lie Lys Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttg gtg cca gac gac ttg acc cca gtg tct gcc ttg 
Val lie Arg Gly Leu Val Pro Asp Asp Leu Thr Pro Val Ser Ala Leu 
30 35 40 

cat cat ccg gtt tec cat cgt egg tct cac age agt agt ttg tgg tgt 
His His Pro Val Ser His Arg Arg Ser His Ser Ser Ser Leu Trp Cys 
45 50 55 

gta tgt cca ttc agg gtg tgt cca cca tgc cat gga aga tgacctggtc 
Val Cys Pro Phe Arg Val Cys Pro Pro Cys His Gly Arg 
60 65 70 

ccaaaccaac aaaataacgt cagacaaccg ccacaacttt agtacgacat cccttaatac 
gacttcagca agtattttaa catcactatg gtgtgatgaa ateagttget ttaaaagatt 
ggatttttcc ttgtttaaga gttgcactga taacagccca gcagtatgaa ataaagttga 
tgtggcaaaa aaaaaaaaaa aagtactctg cgttgttact cgagcttaag ggegaatte 

<210> 221 

<211> 72 

<212> PRT 

<213> Conus vexillum 

<400> 221 

Met Gin Met Ala Tyr Trp Val Met Val Met Met Met Val Trp lie Lys 
I 5 10 15 

Gly Pro Val Ser Glu Gly Gly Lys Leu Asn Asp Val lie Arg Gly Leu 

20 25 30 

Val Pro Asp Asp Leu Thr Pro Val Ser Ala Leu His His Pro Val Ser 
35 40 45 

Ser Ser Leu Trp Cys Val Cys Pro Phe Arg 
55 60 



His Arg 


Arg Ser His Ser 


50 




Val Cys 


Pro Pro Cys His 


65 


70 


<210> 


222 


<211> 


19 


<212> 


PRT 


<213> 


Conus vexillum 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (19) 


<223> 


Xaa at residue 7 



97 

t residues 11, 16 and 17 may be Pro or hydroxy- Pro 



<400> 222 

Ser His Ser Ser Ser Leu Xaa Cys Val Cys Xaa Phe Arg Val Cys Xaa 
15 10 15 

Xaa Cys His 

<210> 223 

<211> 481 

<212> DNA 

<213> Conus vexillum 
<220> 

<221> CDS 

<222> (21).. (257) 

<400> 223 

gaattcgccc ttatggatcc atg cag acg gcc tac tgg gtg atg gtg atg atg 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met 
15 10 

atg gtg tgg att aca gcc cct ttg tct gaa ggt ggt aaa ctg aac gat 
Met Val Trp lie Thr Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp 

15 20 25 

gta att egg ggt ttc gcg eta gat gac tta gcc caa age cgt att atg 
Val lie Arg Gly Phe Ala Leu Asp Asp Leu Ala Gin Ser Arg He Met 
30 35 40 

caa agt ctg gtt ttc agt cat cag cct ctt cca acg gca tec ata tgt 
Gin Ser Leu Val Phe Ser His Gin Pro Leu Pro Thr Ala Ser He Cys 
45 50 55 

ate tgg aag ata tgt cca cca gac cca tgg aga cga cat gat ctt cag 
He Trp Lys He Cys Pro Pro Asp Pro Trp Arg Arg His Asp Leu Gin 
60 65 70 75 

aaa agt aac aaa tgaegtcaga caaccgccac aacttgaata caacatcatt 
Lys Ser Asn Lys 

aatacgactt cagcaaatat tttagcatca ctgtgattgt teggaagtea gttgctttaa 
aagattggat ttgtccctgt tgtattgatg tcaactctgc actatgaaat aaagctgatg 
tgacaagcaa aaaaaaaaaa aaaaaaagta ctctgcgttg ttactcgagc ttaagggega 
attc 

<210> 224 
<211> 79 
<212> PRT 

<213> Conus vexillum 
<400> 224 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Trp He Thr 
15 10 15 

Ala Pro Leu Ser Glu Gly Gly Lys Leu Asn Asp Val He Arg Gly Phe 

20 25 30 

Ala Leu Asp Asp Leu Ala Gin Ser Arg He Met Gin Ser Leu Val Phe 
35 40 45 



98 



Ser His Gin Pro Leu Pro Thr Ala Ser lie Cys lie Trp Lys lie Cys 
50 55 60 

Pro Pro Asp Pro Trp Arg Arg His Asp Leu Gin Lys Ser Asn Lys 
65 70 75 

<210> 225 
<211> 38 
<212> PRT 

<213> Conus vexillum 
<220> 

<221> PEPTIDE 
<222> (1) . . (38) 

<223> Xaa at residues 11, 14, 24, 25 and 27 may be Pro or hydroxy-Pro; 

Xaa at residues 20 and 28 may be Trp (D or L) or bromo-Trp (D or 
L) 



5 5 


<400> 225 
lie Met Gin 
1 


Ser 


Leu 
5 


Val 


Phe 


Ser 


His 


Gin 
10 


Xaa 


Leu 


Xaa 


Thr 


Ala 
15 


Ser 




**i u 

% ¥% 

3 

n •* 


He 


Cys 


He 


Xaa 
20 


Lys 


He 


Cys 


Xaa 


Xaa 
25 


Asp 


Xaa 


Xaa 


Arg 


Arg 
30 


His 


Asp 




R" ■" ■< 


Leu 


Gin 


Lys 
35 


Ser 


Asn 


Lys 
























Si 


<210> 226 
<211> 384 
<212> DNA 
<213> Conus 


; vexillum 
























S 5 5 

IS *jJr 

S'U 


<220> 

<221> CDS 
<222> (1) . . 


(285) 




























<400> 226 
atg cag acg 
Met Gin Thr 
1 


gcc 
Ala 


tac 
Tyr 
5 


tgg 
Trp 


gtg 
Val 


atg 
Met 


gtg 
Val 


atg 
Met 
10 


atg 
Met 


atg 
Met 


gtg 
Val 


gtg 
Val 


ggg 

Gly 
15 


ttc 
Phe 


48 




acc 
Thr 


gtc 
Val 


gag 
Glu 


agt 
Ser 
20 


cac 
His 


gtc 
Val 


cat 
His 


cag 
Gin 


tct 
Ser 
25 


cac 
His 


agt 
Ser 


cct 
Pro 


aca 
Thr 


teg 
Ser 
30 


cgc 
Arg 


age 
Ser 


96 




cat 

His 


ggt 

Gly 


gat 
Asp 
35 


gac 
Asp 


tec 
Ser 


att 
He 


cat 
His 


gac 
Asp 
40 


aag 
Lys 


acg 
Thr 


att 
He 


cat 
His 


caa 
Gin 
45 


cat 
His 


ctg 
Leu 


ttt 
Phe 


J.44 




gcc 
Ala 


cgt 
Arg 
50 


ctt 
Leu 


cct 
Pro 


ctg 
Leu 


gag 
Glu 


aac 
Asn 
55 


aac 
Asn 


gac 
Asp 


gac 
Asp 


cat 
His 


cgt 
Arg 
60 


tct 
Ser 


gtg 
Val 


gat 
Asp 


ctt 
Leu 


192 




cct 
Pro 
65 


gca 
Ala 


ggg 

Gly 


act 
Thr 


age 
Ser 


gca 
Ala 
70 


ggc 
Gly 


gac 
Asp 


atg 
Met 


aaa 
Lys 


cca 
Pro 
75 


caa 
Gin 


cgc 
Arg 


cag 
Gin 


aaa 
Lys 


cgt 
Arg 
80 


240 




ttc 
Phe 


tgc 
Cys 


tgc 
Cys 


ate 
He 


ttt 
Phe 
85 


gcc 
Ala 


ccg 
Pro 


att 
He 


ctt 
Leu 


ttg 
Leu 
90 


ttc 
Phe 


tgt 
Cys 


tgt 
Cys 


ttc 
Phe 


ggt 
Gly 
95 




285 



taacagcaca aattacactg cactggccga ttgaaagaac tgcaataaac ggtaaagcaa 345 



99 



aaaaaaaaaa aaaaaaagta ctctgcgttg ttactcgag 

<210> 227 
<211> 95 
<212> PRT 

<213> Conus vexillum 
<400> 227 

Met Gin Thr Ala Tyr Trp Val Met Val Met Met Met Val Val Gly Phe 
1 5 10 15 

Thr Val Glu Ser His Val His Gin Ser His Ser Pro Thr Ser Arg Ser 

20 25 30 

His Gly Asp Asp Ser lie His Asp Lys Thr lie His Gin His Leu Phe 
35 40 45 

Ala Arg Leu Pro Leu Glu Asn Asn Asp Asp His Arg Ser Val Asp Leu 
50 55 60 

Pro Ala Gly Thr Ser Ala Gly Asp Met Lys Pro Gin Arg Gin Lys Arg 
65 70 75 80 

Phe Cys Cys lie Phe Ala Pro lie Leu Leu Phe Cys Cys Phe Gly 

85 90 95 



<210> 


228 




<211> 


14 




<212> 


PRT 




<213> 


Conus vexillum 




<220> 






<221> 


PEPTIDE 




<222> 


(1) . . (14) 




<223> 


Xaa at residue 7 


may 


<400> 


228 




Phe Cys Cys lie Phe Ala 


Xaa 


1 


5 




<210> 


229 




<211> 


40 




<212> 


PRT 




<213> 


Conus tulipa 




<400> 


229 




Glx Thr Asp Val Leu Leu 


Glu 


1 


5 





10 



10 15 

Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg Pro Tyr 

20 25 30 

Pro Trp Arg Arg Arg Asp Leu Asn 
35 40 

<210> 230 

<211> 40 

<212> PRT 

<213> Conus magus 



<400> 230 

Glx Thr Asp Val Leu Leu Asp Ala Thr Leu Leu Thr Thr Pro Ala Pro 
1 5 10 15 



100 

Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg Pro Tyr 

20 25 30 

Pro Trp Arg Arg Arg Asn Leu Asn 

4 0 





35 


<210> 


231 


<211> 


40 


<212> 


PRT 


<213> 


Conus geographus 


<400> 


231 


Glx Thr Asp Val Leu Leu 


1 


5 



10 15 



Glu Gin Arg Leu Phe Cys Phe Trp Lys Ser Cys Thr Trp Arg Pro Tyr 

20 25 30 



Pro Trp Arg Arg Arg Asp Leu Asn 

40 





35 


<210> 


232 


<211> 


21 


<212> 


PRT 


<213> 


Conus tulipa 


<400> 


232 


Leu Phe 


. Cys Phe Trp 


1 


5 


Arg Arg Asp Leu Asn 




20 


<210> 


233 


<211> 


21 


<212> 


PRT 


<213> 


Conus magus 


<400> 


233 



10 15 



Leu Phe Cys Phe Trp Lys Ser Cys Trp Pro Arg Pro Tyr Pro Trp Arg 
1 5 10 15 

Arg Arg Asn Leu Asn 

20 

<210> 234 
<211> 21 
<212> PRT 

<213> Conus geographus 
<400> 234 

Leu Phe Cys Phe Trp Lys Ser Cys Thr Trp Arg Pro Tyr Pro Trp Arg 
1 5 10 15 

Arg Arg Asp Leu Asn 

20 

<210> 235 
<211> 19 
<212> PRT 

<213> Conus generalis 



<400> 235 

Ser His Ser Ser Ser Leu Trp Cys Val Cys Pro Phe Arg Val Cys Pro 



101 



10 



15 



Pro Cys His 



<210> 236 
<211> 19 
<212> PRT 

<213> Conus vexillum 
<400> 236 

Ser His Ser Ser Ser Leu Trp Cys Val Cys Pro Phe Arg Val Cys Pro 
15 10 15 



Pro Cys 


His 


<210> 


237 


<211> 


33 


<212> 


PRT 


<213> 


Conus 


<400> 


237 


His Asp 


His 


1 




lie Cys 


Ala 


Asn 




<210> 


238 


<211> 


33 


<212> 


PRT 


<213> 


Conus 


<400> 


238 


His Thr His 


1 





10 15 



20 25 30 



5 ' 10 15 

Val Cys Pro Pro Asp Pro Trp Arg Arg His Arg Leu Lys Lys Arg Asn 

20 25 30 



Asn 




<210> 


239 


<211> 


33 


<212> 


PRT 


<213> 


Conus 


<400> 


239 


His Thr His 


1 





5 10 15 

Val Cys Pro Pro Asp Pro Trp Arg Arg His His Leu Lys Lys Arg Asn 

20 25 30 

Asn 

<210> 240 
<211> 28 
<212> PRT 

<213> Conus terebra 



<400> 240 



102 



His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie Trp Lys 
15 10 15 

lie Cys Pro Pro Ser Pro Trp Lys Arg Leu Gly Ser 

20 25 

<210> 241 
<211> 28 
<212> PRT 

<213> Conus terebra 
<400> 241 

His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie Trp Lys 
15 10 15 

lie Cys Pro Pro Ser Pro Trp Arg Arg Leu Gly Ser 

20 25 

<210> 242 
<211> 28 
<212> PRT 

<213> Conus litoglyphus 
<400> 242 

His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie Trp Lys 
15 10 15 

lie Cys Pro Pro Ser Pro Trp Lys Arg Leu Gly Ser 

20 25 

<210> 243 
<211> 28 
<212> PRT 

<213> Conus litoglyphus 
<400> 243 

His Pro His Gly lie Arg Gin Asp Gly Ala Gin lie Cys lie Trp Lys 
15 10 15 

lie Cys Pro Pro Ser Pro Trp Arg Arg Leu Gly Ser 

20 25 

<210> 244 
<211> 23 
<212> PRT 

<213> Conus consors 
<400> 244 

Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Trp 
1 5 10 15 

Lys Val Cys Pro Pro Ser Pro 

20 

<210> 245 
<211> 25 
<212> PRT 

<213> Conus consors 
<400> 245 

Asp Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Trp 
1 '5 10 15 

Lys Val Cys Pro Pro Ser Pro Trp Lys 

2 0 25 
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<210> 246 

<211> 28 

<212> PRT 

<213> Conus consors 

<400> 246 

Ala Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Trp 

1 " 5 10 15 

Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin 

20 25 

<210> 247 
<211> 26 
<212> PRT 

<213> Conus striolatus 
<400> 247 

Ser Asn Thr Gly Gly Ser Ser Gly Ala Gin lie Cys lie Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Trp Arg Arg Ser Gin 

20 25 

<210> 248 
<211> 26 
<212> PRT 

<213> Conus striolatus 
<400> 248 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin lie Cys Asn Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Trp Arg Arg Pro Arg 

20 25 

<210> 249 
<211> 26 
<212> PRT 

<213> Conus striolatus 
<400> 249 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin lie Cys lie Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Trp Arg Arg Ser Gin 

20 25 

<210> 250 
<211> 38 
<212> PRT 

<213> Conus striolatus 
<400> 250 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin lie Cys lie Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Trp Arg Gin Pro Gin Glu Met Met Asn Asp lie 

20 25 30 

Arg Gin Pro Pro Gin Leu 
35 



<210> 251 



104 

<211> 38 
<212> PRT 

<213> Conus striatus 
<400> 251 

Ser Asn Asn Gly Arg Ser Ser Gly Ala Gin He Cys He Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Trp Arg Gin Pro Gin Glu Met Met Asn Asp He 

20 25 30 

Arg Gin Pro Pro Gin Leu 

35 

<210> 252 
<211> 25 
<212> PRT 

<213> Conus aurisiacus 
<400> 252 

Leu His Ser Asp Ser Ser Asp Gin Lys Gly Ala Gin He Cys He Trp 
15 10 15 

Lys Val Cys Pro Pro Pro Pro Trp Arg 

20 25 

<210> 253 
<211> 34 
<212> PRT 

<213> Conus aurisiacus 
<400> 253 

Leu His Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Trp Thr 
15 10 15 

Gly Ala Gly Ala Gin He Cys He Trp Lys Val Cys Pro Pro Pro Pro 

20 25 30 

Trp Arg 

<210> 254 

<211> 37 

<212> PRT 

<213> Conus aurisiacus 

<400> 254 

Leu Arg Ser Asp Ser Ser Asp Gin Lys Gly Gly Met Asn Ala Ser Thr 
1 5 10 15 

Gly Ala Gly Ala Gin He Cys He Trp Lys Val Cys Pro Pro Ser Pro 

20 25 30 

Trp Arg Arg Thr Gin 

35 

<210> 255 
<211> 28 
<212> PRT 

<213> Conus circumcisus 



<400> 255 

Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin He Cys He Trp 
1 5 10 15 
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Lys Val Cys Pro Leu Ser Pro Trp Arg Arg Pro Gin 

20 25 

<210> 256 
<211> 32 
<212> PRT 

<213> Conus circumcisus 
<400> 256 

Leu Arg Ser Asp Ser Ser Gly Gin Lys Gly Ala Gin lie Cys lie Trp 
15 10 15 

Lys Val Cys Pro Leu Ser Pro Trp Arg Arg Pro Gin Gly Lys Asp Glu 

20 25 30 

<210> 257 
<211> 28 
<212> PRT 

<213> Conus achatinus 
<400> 257 

Leu Arg Ser Asp Asn Gly Gly Ser Ser Gly Ala Gin lie Cys lie Trp 
15 10 15 

Lys Val Cys Pro Pro Ser Pro Trp Arg Arg Pro Gin 

20 25 

<210> 258 
<211> 22 
<212> PRT 

<213> Conus stercusmuscarum 
<400> 258 

Leu Gly lie Gly Ser Ser Asp Gin Asn Ala Gin lie Cys lie Trp Lys 
1 5 10 " 15 

Val Cys Pro Pro Ser Pro 

20 

<210> 259 
<211> 25 
<212> PRT 

<213> Conus consors 
<400> 259 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie Trp 
15 10 15 

Lys Val Cys Pro Pro Ser Pro Trp Arg 

20 25" 

<210> 260 
<211> 25 
<212> PRT 

<213> Conus consors 
<400> 260 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie Trp 
15 10 15 

Lys Val Cys Pro Pro Thr Pro Trp Arg 

20 25 



<210> 261 
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<211> 25 

<212> PRT 

<213> Conus magus 

<400> 261 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie Trp 
15 10 15 

Lys Val Cys Pro Pro Ser Pro Trp Arg 

20 J 25 

<210> 262 
<211> 25 
<212> PRT 

<213> Conus nobilis 
<400> 262 

Asn Gly Ser Gly Ser Ser Asn Gin Lys Glu Ala Gin Leu Cys lie Trp 
15 10 15 

Lys Val Cys Pro Pro Thr Pro Trp Arg 

20 25 

<210> 263 
<211> 27 
<212> PRT 

<213> Conus sulcatus 
<400> 263 

Arg Ser Asp Lys Asp Val Gly Lys Arg Met Glu Cys Tyr Trp Lys Ala 
1 5 10 15 

Cys Arg Pro Thr Leu Ser Arg Arg His Asp Leu 

20 . 25 

<210> 264 

<211> 40 

<212> PRT 

<213> Conus bocki 

<400> 264 

Arg Ser Asp Lys Asp Asp Pro Gly Gly Gin Glu Cys Tyr Trp Asn Val 
15 10 15 

Cys Ala Pro Asn Gin Gly Asp His Met lie Leu Arg Lys Lys Met Asn 

20 25 30 

Asp Asp Arg Gin Pro Pro Gin Leu 
35 40 

<210> 265 
<211> 19 
<212> PRT 

<213> Conus betulinus 
<400> 265 

Arg Ser Asp Ser Asp Val Arg Glu Val Pro Val Cys Ser Trp Lys lie 
15 10 15 

Cys Pro Pro 



<210> 266 
<211> 22 
<212> PRT 
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<213> Conus loroisii 
<400> 266 

Arg Ser Asp Ser Asp Val Arg Glu Val Tyr lie Leu Cys lie Trp Lys 
15 10 15 

lie Cys Pro Pro Leu Pro 

20 

<210> 267 
<211> 32 
<212> PRT 

<213> Conus gladiator 
<400> 267 

His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp Lys Val 
15 10 15 

Cys Pro Pro Trp Pro Val Arg Ser Pro Gly Pro Gin Pro Lys Asn Lys 

20 25 30 

<210> 268 
<211> 32 
<212> PRT 

<213> Conus gladiator 
<400> 268 

His Pro Ala Asn Val Arg Gin Gin Gly Lys lie Cys Val Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro Val Arg Ser Pro Gly Pro Leu Pro Lys Asn Lys 

20 25 " 30 

<210> 269 
<211> 41 
<212> PRT 

<213> Conus musicus 
<400> 269 

Gly Met Gly Pro Gly Asp Leu Ser Leu Gin Lys Met Phe Pro Ser Leu 
15 10 15 

Ala Leu Gly Pro Gly Gly Asp Val lie Cys Arg Trp Lys Val Cys Pro 

20 25 30 

Pro Thr Pro Trp Lys Arg Leu lie Lys 
35 40 

<210> 270 
<211> 49 
<212> PRT 

<213> Conus musicus 
<400> 270 

Gly Met Val Pro Gly Asp Leu Ala Leu Gin Tyr Leu Phe Pro Ser Leu 
15 10 15 

Ala Phe Asn Pro Pro Asp lie Cys Thr Trp Lys Val Cys Pro Pro Pro 

20 25 ~ 30 

Pro Trp Arg Arg Pro Lys Lys lie Thr Asp Val Gly Gin Pro Pro Gin 
35 4 0 4 5 



Leu 
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<210> 271 
<211> 49 
<212> PRT 

<213> Conus musicus 
<400> 271 

Gly Met Val Pro Gly Asp Leu Val Leu Gin Tyr Leu Phe Pro Ser Leu 
15 10 15 

Ala Phe Ser Pro Pro Asp lie Cys Thr Trp Lys Val Cys Pro Pro Pro 

20 25 30 

Pro Trp Arg Arg Pro Lys Lys lie Thr Asp Val Arg Gin Pro Pro Gin 
35 40 45 

Leu 

<210> 272 
<211> 49 
<212> PRT 

<213> Conus musicus 
<400> 272 

Gly Met Val Pro Gly Asp Leu Val Leu Gin Tyr Leu Phe Pro Ser Leu 
15 10 15 

Ala Phe Asn Pro Pro Asp lie Cys Thr Trp Lys Val Cys Pro Pro Pro 

20 25 30 

Pro Trp Arg Arg Pro Lys Lys lie Thr Asp Val Arg Gin Pro Pro Gin 
35 40 45 

Leu 

<210> 273 

<211> 29 

<212> PRT 

<213> Conus miles 

<400> 273 

Glx Gin Asp Gin Ser Pro His His Val Cys Cys Ala lie Gly Pro Val 
15 10 15 

Leu Pro Phe Cys Cys Val Ser Trp Leu His Lys Leu His 

20 25 

<210> 274 

<211> 14 

<212> PRT 

<213> Conus miles 

<400> 274 

Leu Cys Cys lie Phe Ala Pro lie Leu Trp Phe Cys Cys His 

15 10 

<210> 275 

<211> 13 

<212> PRT 

<213> Conus rattus 



<400> 275 

Leu Cys Cys lie Phe Ala lie Leu Trp Phe Cys Cys Leu 
1 " 5 10 



109 



<210> 276 

<211> 15 

<212> PRT 

<213> Conus capitaneus 

<400> 276 

Gly Phe Cys Cys Asp Phe Pro Pro lie Phe Trp Phe Cys Cys lie 
1 ' 5 10 15 

<210> 277 

<211> 25 

<212> PRT 

<213> Conus miles 

<400> 277 

Glx Gly Phe Cys Cys Val Val lie Pro lie Leu Trp Phe Cys Cys Gly 
15 10 15 

Gly Tyr Arg Thr Asn Gly Thr Ala Asp 

20 25 

<210> 278 
<211> 14 
<212> PRT 

<213> Conus vexillum 
<400> 278 

Phe Cys Cys lie Phe Ala Pro lie Leu Leu Phe Cys Cys Phe 
1 ' 5 10 

<210> 279 
<211> 45 
<212> PRT 

<213> Conus sulcatus 
<400> 279 

Glx Ser Gly Cys Arg Val Pro Phe Glu Leu Lys Cys lie Trp Lys Phe 
15 10 15 

Cys Thr lie Tyr Pro Ser Arg Pro Phe Ala Ser Leu Glu Glu Lys Asp 

20 ~ 25 30 

Glu Cys Gin Thr Val Thr lie Thr Val Thr Trp Asp Phe 

35 4 0 45 

<210> 280 

<211> 45 

<212> PRT 

<213> Conus cinereus 

<400> 280 

Ser Ser Gly Cys Ser Val Ser Leu Gly Phe Lys Cys Phe Trp Lys Ser 
1 " ' 5 10 15 

Cys Thr Val lie Pro Val Arg Pro Phe Val Ser Leu Glu Glu Glu Asn 

2 0 25 30 

Glu Cys Gin Lys Val Gin lie Ser Ala Val Trp Gly Pro 
35 " 40 45 

<210> 281 

<211> 25 

<212> PRT 

<213> Conus parius 
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<400> 281 

Pro Pro Phe Ser Cys Ser Gly Leu Arg Gly Gly Cys Val Leu Pro Pro 
15 10 15 

Asn Leu Arg Pro Lys Phe Asn Lys Gly 

20 25 

<210> 282 

<211> 24 

<212> PRT 

<213> Conus parius 

<400> 282 

Pro Pro Phe Ser Cys Ala Gly Leu Arg Gly Gly Cys Val Leu Pro Pro 
15 10 15 

Asn Leu Arg Pro Lys Phe Lys Glu 

20 

<210> 283 
<211> 29 
<212> PRT 

<213> Conus wittigi 
<400> 283 

Ser Ser Asp Gly Ser Asp Pro Lys Ala Lys Lys Gin Cys Met Trp Lys 
15 10 15 

Arg Cys lie Pro Asp Gin Ser Arg Leu Glu Glu Asp Glu 

20 25 

<210> 284 
<211> 30 
<212> PRT 

<213> Conus cinereus 
<400> 284 

Ser Ser Asp Gly Lys Ala Lys Lys Gin Cys Ala Trp Lys Thr Cys Val 
15 10 15 

Pro Thr Gin Trp Arg Arg Arg Asp Leu Lys Glu Lys Asp Glu 

20 25 30 

<210> 285 
<211> 30 
<212> PRT 

<213> Conus cinereus 
<400> 285 

Ser Ser Asp Gly Lys Ala Lys Arg Asn Cys Phe Trp Lys Ala Cys Val 
1 5 10 15 

Pro Glu Gin Trp Arg Gin Arg Asp Pro Lys Glu Lys Asp Glu 

20 25 30 

<210> 286 
<211> 30 
<212> PRT 

<213> Conus cinereus 



<400> 286 

Ser Ser Asp Gly Lys Ala Lys Arg Asn Cys Phe Trp Lys Ala Cys Val 
1 *" " 5 10 15 



Ill 



Pro Glu Gin Trp Arg Gin Arg Asp Leu Lys Glu Lys Asp Glu 

20 25 30 

<210> 287 
<211> 37 
<212> PRT 

<213> Conus nobilis 
<400> 287 

Phe Arg Pro Ala Val Lys Ser Arg Ser Arg Arg Ala Pro Pro Cys Val 
1 5 10 15 

Trp Lys Val Cys Pro Ala Pro Pro Trp Leu Val Thr Lys Arg Lys Gin 

20 25 30 

Glu Thr Ser Asp Tyr 
35 

<210> 288 
<211> 37 
<212> PRT 

<213> Conus nobilis 
<400> 288 

Phe Arg Pro Ala Val Lys Ser Arg Ser Arg Arg Ala Pro Pro Cys Val 
1 5 10 15 

Trp Lys Val Cys Pro Ala Pro Pro Trp Leu Val Thr Lys Arg Lys Gin 

20 25 30 

Glu Thr Ser Asp Tyr 





35 


<210> 


289 


<211> 


37 


<212> 


PRT 


<213> 


Conus miles 


<400> 


289 


Phe Arg Pro Ala Met 


1 


5 



10 15 

Trp Lys Val Cys Pro Ala Ala Pro Trp Leu Val Ala Lys Arg Lys Gin 

20 25 30 

Glu Thr Ser Asp Tyr 
35 

<210> 290 

<211> 21 

<212> PRT 

<213> Conus tulipa 

<400> 290 

His Phe Asn Ser Val Val Pro Thr Val Tyr lie Cys Met Trp Lys Val 
15 10 15 

Cys Pro Pro Ser Pro 

20 



<210> 291 
<211> 21 
<212> PRT 
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<213> Conus purpurascens 



<400> 291 

Glx Ser Glu Glu Glu Lys lie Cys Leu Trp Lys lie Cys Pro Pro Pro 
15 10 15 

Pro Trp Arg Arg Ser 

20 

<210> 292 
<211> 21 
<212> PRT 

<213> Conus purpurascens 
<400> 292 

Glu Ser Asn Gly Val Glu lie Cys Met Trp Lys Val Cys Pro Pro Ser 
15 10 15 

Pro Trp Arg Arg Ser 

2 0 

<210> 293 
<211> 38 
<212> PRT 

<213> Conus vexillum 
<400> 293 

lie Met Gin Ser Leu Val Phe Ser His Gin Pro Leu Pro Thr Ala Ser 
15 10 15 

lie Cys lie Trp Lys lie Cys Pro Pro Asp Pro Trp Arg Arg His Asp 

20 25 30 

Leu Gin Lys Ser Asn Lys 
35 

<210> 294 
<211> 38 
<212> PRT 

<213> Conus muriculatus 
<400> 294 

lie Met Gin Ser Leu Val Phe Ser His Gin Pro Leu Pro Thr Ala Ser 
15 10 15 

lie Cys lie Trp Lys lie Cys Pro Pro Asp Pro Trp Arg Arg His Asp 

20 ~ 25 30 

Leu Gin Lys Ser Asn Lys 





35 


<210> 


295 


<211> 


26 


<212> 


PRT 


<213> 


Conus pulicarius 


<400> 


295 


Val Arg Leu Arg Gly Gin 


1 


5 



10 15 



Leu Gin Trp lie His Pro Leu Val Lys Arg 

20 25 



<210> 296 
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<211> 26 
<212> PRT 

<213> Conus pulicarius 
<400> 296 

Val Arg Pro Arg Gly Gin lie Cys lie Trp Lys Val Cys Pro Pro Leu 
1 ' 5 10 15 

Leu Gin Trp lie His Pro Leu Val Lys Arg 

20 25 

<210> 297 
<211> 27 
<212> PRT 

<213> Conus pulicarius 
<400> 297 

Pro Val Arg Leu Arg Gly Gin lie Cys lie Trp Lys Val Cys Pro Pro 
1 " 5 10 15 

Leu Leu Gin Trp lie His Pro Leu Val Lys Arg 

20 25 

<210> 298 
<211> 30 
<212> PRT 

<213> Conus mustelinus 
<400> 298 

Leu Val Ser His Thr Ser Ser Lys Tyr Pro Gly Val Thr Phe Cys Pro 
15 10 15 

Trp Lys Val Cys Pro Pro Ala Pro Trp Arg lie Leu Gly Val 

20 25 30 

<210> 299 
<211> 22 
<212> PRT 

<213> Conus baileyi 
<400> 299 

His Ser Asp Ser lie lie Leu Arg Gly Leu Cys lie Trp Lys Val Cys 
15 10 15 

Glu Pro Pro Pro Gin Arg 

20 

<210> 300 
<211> 26 
<212> PRT 

<213> Conus planorbis 
<400> 300 

Ser Ser Ser Asn Gly Leu Lys Arg Ala Asp Leu Cys lie His Lys lie 
1 5 10 15 

Cys Pro Pro Arg Tyr His Gin Ser Gin Gin 

20 25 

<210> 301 
<211> 36 
<212> PRT 

<213> Conus litteratus 
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<400> 301 

His Arg Val Phe His Leu Asp Asn Thr Tyr Leu Lys lie Pro lie Cys 
15 10 15 

Ala Trp Lys Val Cys Pro Pro Thr Pro Trp Arg Arg Arg Asp Leu Lys 

2 0 25 30 

Lys Arg Asn Lys 
35 

<210> 302 
<211> 50 
<212> PRT 

<213> Conus litteratus 
<400> 302 

Ser Pro Val Ser Thr Pro Tyr Pro Glu Phe His Leu Asp Glu Pro Tyr 
15 10 15 

Leu Lys lie Pro Val Cys lie Trp Lys lie Cys Pro Pro Asn Leu Leu 

20 25 30 

Arg Arg Arg Asp Leu Lys Lys Arg Asn Lys Val Arg Gin Thr Thr Ala 
35 " 40 45 

Thr Thr 
50 

<210> 303 
<211> 26 
<212> PRT 

<213> Conus coronatus 
<400> 303 

Leu Ser Asp Gly Arg Asp Trp Thr Gly Tyr He Cys He Trp Lys Ala 
15 10 15 

Cys Pro Arg Pro Pro Trp He Pro Pro Lys 

20 25 

<210> 304 
<211> 29 
<212> PRT 

<213> Conus chaldaeus 
<400> 304 

Leu Ser Glu Gly Arg Asn Ser Thr Val His He Cys Met Trp Lys Val 
15 10 15 

Cys Pro Pro Pro Pro Trp Arg Arg Pro His Gly Gin Arg 

20 25 

<210> 305 
<211> 29 
<212> PRT 

<213> Conus chaldaeus 
<400> 305 

Leu Ser Glu Gly Arg Asn Ser Thr Val His He Cys Thr Trp Lys Val 
15 10 15 

Cys Pro Pro Pro Pro Trp Arg Arg Pro His Gly Gin Arg 

2 0 25 



<210> 306 
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<211> 13 
<212> PRT 
<213> Unknown 



<220> 

<223> unknown Conus species 



<400> 306 

Glx Cys Met Trp Lys Arg Cys lie Pro Asp Gin Ser Arg 
1 " 5 ~ " 10 



<210> 307 

<211> 15 

<212> PRT 

<213> Unknown 



<220> 

<223> unknown Conus species 



<400> 307 

Val Asp lie Cys Asn Trp Arg lie Cys Ala Pro Asn Pro Leu Arg 
1 * 5 10 15 



<210> 308 

<211> 13 

<212> PRT 

<213> Conus geographus 
<220> 

<221> PEPTIDE 

<222> (1) . . (13) 

<223> Xaa may be Trp (D or L) 



<400> 308 

Leu Cys Phe Xaa Lys Ser Cys Arg Pro Tyr Pro Trp Arg 
1 5 10 



<210> 309 

<211> 16 

<212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 

<222> (1) . . (16) 

<223> Xaa may be Trp (D or L) 



<400> 309 

Leu Phe Cys Phe Xaa Trp Lys Ser Cys Trp Pro Arg Pro Tyr Trp Arg 
1 " 5 10 15 



<210> 310 

<211> 16 

<212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 

<222> (1) . . (16) 

<223> Xaa may be Trp (D or L) 



<400> 310 

Leu Phe Cys Phe Xaa Lys Ser Cys Trp Pro Arg Pro Tyr Pro Trp Arg 
1 J 5 10 15 



116 



<210> 311 

<211> 15 

<212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 

<222> (1) . . (15) 

<223> Xaa may be Phe (D or L) 



<400> 311 

Leu Xaa Cys Phe Trp Lys Ser Cys Trp Pro Arg Pro Tyr Trp Arg 
15 10 15 

<210> 312 

<211> 15 

<212> PRT 

<213> Conus magus 



U <220> 

<221> PEPTIDE 



H l :3 

-11 



<222> (1) . • (15) 

<223> Xaa at residue 2 may be Phe (D or L) ; Xaa at residue 5 may be Trp 

(D or L) 

<400> 312 

Leu Xaa Cys Phe Xaa Lys Ser Cys Trp Pro Arg Pro Tyr Trp Arg 

10 15 



9 5 3 
(*.? 


1 


5 


'•if 


<210> 


313 


J s 


<211> 


11 


3 ;: 


<212> 


PRT 


? ; S s 
if 


<213> 


Conus magus 


>". *Z .3- 


<220> 




5 3 


<221>- 


PEPTIDE 


■a !S 5 s 
si 53 


<222> 


(1) • • (ID 




<223> 


Xaa may be Phe 



(D or L) 



<400> 313 

Leu Xaa Cys Phe Trp Lys Ser Cys Trp Pro Arg 
15 10 



<210> 314 

<211> 11 

<212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 

<222> (1) . . (11) 

<223> Xaa may be Trp (D or L) 



<400> 314 

Leu Phe Cys Phe Xaa Lys Ser Cys Trp Pro Arg 
1 " 5 10 



<210> 315 

<211> 11 

<212> PRT 

<213> Conus magus 



<220> 



117 



:; s 



5-," 



<221> PEPTIDE 
<222> (1) . . (11) 

<223> Xaa at residue 2 may be Phe (D or L) ; Xaa at residue 5 may be Trp 
(D or L) 

<400> 315 

Leu Xaa Cys Phe Xaa Lys Ser Cys Trp Pro Arg 
1 " 5 10 

<210> 316 

<211> 9 

<212> PRT 

<213> Conus magus 

<220> 

<221> PEPTIDE 
<222> (1) . . (9) 

<223> Xaa may be Phe (D or L) 
<400> 316 

Leu Xaa Cys Phe Trp Lys Ser Cys Trp 



W <210> 317 

W <211> 9 

IH <212> PRT 

<213> Conus magus 



<220> 

<221> PEPTIDE 



y <222> (1) . . (9) 

<223> Xaa may be Trp (D or L) 



jU <400> 317 



Leu Phe Cys Phe Xaa Lys Ser Cys Trp 
1 ^ 5 



<210> 318 

1j <211> 9 

<212> PRT 

<213> Conus magus 

<220> 

<221> PEPTIDE 

<222> (1) . . (9) 

<223> Xaa at residue 2 may be Phe (D or L) / Xaa at residue 5 may be Trp 
(D or L) 

<400> 318 

Leu Xaa Cys Phe Xaa Lys Ser Cys Trp 

1 5 

<210> 319 

<211> 10 

<212> PRT 

<213> Conus magus 

<220> 

<221> PEPTIDE 

<222> (1) . . (10) 

<223> Xaa may be Trp (D or L) 

<400> 319 

Phe Cys Phe Xaa Lys Ser Cys Trp Pro Arg 
1 5 10 
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M( 



y 



5.JSJ 



a 3 

a ■» 

ss a 
5 3 * 



u 



<210> 320 

<211> 10 

<212> PRT 

<213> Conus magus 

<220> 

<221> PEPTIDE 

<222> (1) . . (10) 

<223> Xaa may be Lys (D or L) 

<400> 320 

Phe Cys Phe Trp Xaa Ser Cys Trp Pro Arg 
15 10 

<210> 321 

<211> 10 

<212> PRT 

<213> Conus magus 



<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (10) 


<223> 


Xaa may be Trp (D or 


<400> 


321 


Phe Cys 


Phe Xaa Phe Ser Cys 


1 


5 


<210> 


322 


<211> 


10 


<212> 


PRT 


<213> 


Conus magus 


<400> 


322 


Phe Cys 


. Phe Trp Lys Ser Cys 


1 


5 


<210> 


323 


<211> 


21 


<212> 


PRT 


<213> 


Conus purpurascens 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (21) 


<223> 


Xaa may be Trp (D or 


<400> 


323 


Glu Ser Asn Gly Val Glu lie 


1 


5 



10 



10 



10 15 



Pro Trp Arg Arg Ser 

20 



<210> 


324 


<211> 


14 


<212> 


PRT 


<213> 


Conus striatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (14) 


<223> 


Xaa may be Trp 
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<400> 324 

Met Glu Cys Tyr Xaa Lys Ala Cys Arg Pro Thr Leu Ser Arg 

10 



1 


5 


<210> 


325 


<211> 


16 


<212> 


PRT 


<213> 


Conus striatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) • . (16) 


<223> 


Xaa may be Trp 


<400> 


325 



Phe Glu Leu Lys Cys He Xaa Lys Phe Cys Thr He Tyr Pro Ser Arg 

10 15 



1 


5 


<210> 


326 


<211> 


18 


<212> 


PRT 


<213> 


Conus striatus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (18) 


<223> 


Xaa may be Trp 


<400> 


326 



10 15 



Pro Phe 




<210> 


327 


<211> 


14 


<212> 


PRT 


<213> 


Conus tulipa 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (14) 


<223> 


Xaa may be Trp 


<400> 


327 



(D or L) 



Thr Val Tyr lie Cys Met Xaa Lys Val Cys Pro Pro Ser Pro 

1 0 



1 


5 


<210> 


328 


<211> 


22 


<212> 


PRT 


<213> 


Conus aurisiacus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (22) 


<223> 


Xaa may be Trp (D 


<400> 


328 



Ser Asp Ser Ser Asp Gin Lys Ala Gin lie Cys He Xaa Lys Val Cys 
1 5 10 15 



Pro Pro Pro Pro Trp Arg 



120 



20 



<210> 


329 


<211> 


16 


<212> 


PRT 


<213> 


Conus consors 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (16) 


<223> 


Xaa may be Trp 


<400> 


329 



Gly Ala Gin He Cys He Xaa Lys Val Cys Pro Pro Ser Pro Trp Arg 
15 10 15 

<210> 330 

<211> 30 

<212> PRT 

<213> Conus musicus 
<220> 

<221> PEPTIDE 

<222> (1)..(30) 

<223> Xaa may be Trp (D or L) 

<400> 330 

Met Phe Pro Ser Leu Ala Leu Gly Pro Gly Gly Asp Val He Cys Arg 
1 5 10 15 

Xaa Lys Val Cys Pro Pro Thr Pro Trp Lys Arg Leu He Lys 

20 25 30 

<210> 331 
<211> 24 
<212> PRT 

<213> Conus flavidus 
<220> 

<221> PEPTIDE 

<222> (1) . . (24) 

<223> Xaa may be Trp (D or L) 

<400> 331 

Val Asp He Cys Asn Xaa Arg He Cys Ala Pro Asn Pro Leu Arg Arg 
15 10 15 

His Asp Leu Lys Lys Gly Asn Asn 

20 



<210> 


332 


<211> 


15 


<212> 


PRT 


<213> 


Conus flavidus 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (15) 


<223> 


Xaa may be Trp 


<400> 


332 



Val Asp He Cys Asn Xaa Arg He Cys Ala Pro Asn Pro Leu Arg 
1 ' 5 10 15 
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<210> 333 

<211> 22 

<212> PRT 

<213> Conus geographus 
<220> 

<221> PEPTIDE 

<222> (1)..(22) 

<223> Xaa may be Trp (D or L) 

<400> 333 

Arg Leu Phe Cys Phe Xaa Lys Ser Cys Thr Trp Arg Pro Tyr Pro Trp 
15 10 15 

Arg Arg Arg Asp Leu Asn 

20 



<210> 


334 


<211> 


17 


<212> 


PRT 


<213> 


Conus generalis 


<220> 




<221> 


DISULFID 


<222> 


(4) . . (14) 


<400> 


334 


Ser Leu Trp Cys Val Cys 


1 


5 


Arg 




<210> 


335 


<211> 


17 


<212> 


PRT 


<213> 


Conus generalis 


<220> 




<221> 


DISULFID 


<222> 


(6) . . (14) 


<400> 


335 


Ser Leu Trp Cys Val Cys 


1 


5 


Arg 




<210> 


336 


<211> 


15 


<212> 


PRT 


<213> 


Conus generalis 


<220> 




<221> 


PEPTIDE 


<222> 


(1) . . (15) 



10 15 



Pro Phe Arg Val Cys Pro Pro Cys His Gly 

10 15 



<223> Xaa may be Phe (D or L) 
<220> 

<221> DISULFID 

<222> (4) . . (14) 



<400> 336 

Ser Leu Trp Cys Val Cys Pro Xaa Arg Val Cys Pro Pro Cys His 
1 ^ ' 5 10 15 



122 





<210> 


337 




<211> 


15 




<212> 


PRT 




<213> 


Conus generalis 




<220> 






<221> 


PEPTIDE 




<222> 


(1) • • (15) 




<223> 


Xaa may be Phe {. 




<220> 






<221> 


DISULFID 




<222> 


(6) . . (14) 




<400> 


337 




Ser Leu Trp Cys Val Cys 




1 


5 




<210> 


338 


54 - 


<211> 


6 




<212> 


PRT 




<213> 


Conus magus 


fS? 'V 


<220> 






<221> 


PEPTIDE 


gSSS. 


<222> 


(1) . . (6) 




<223> 


Xaa at residues 


^ 5 ■*? 




ay be Trp (D or 




<400> 


338 




Cys Xaa Xaa Lys Xaa Cys 


«M •» 


1 


5 


* V «1 

5 5 Js 


<210> 


339 




<211> 


6 


las? 


<212> 


PRT 


i y 


<213> 


Conus generalis 




<220> 






<221> 


PEPTIDE 




<222> 


(1) . . (6) 




<223> 


Xaa may be Phe ( 



10 15 



<400> 339 

Cys Pro Xaa Arg Val Cys 
1 5 

<210> 340 

<211> 21 

<212> PRT 

<213> Conus ebraeus 

<400> 340 

Leu Ser Gly Gly Thr Tyr Ser Arg Val Asp Thr Cys lie Trp Lys Val 
1 5 10 15 



Cys Pro Gin Ser Pro 

2 0 



